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• GRAY SCALE DOCUMENTS 

IMAGES ARE BEST AVAILABLE COPY. 

As rescanning documents will not correct images, 
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Amendments to the Specification: 

At page 13, lines 16-30, please replace paragraph with the following: 

The Expect value is used as a convenient way to create a significance threshold for 
reporting results. The default value used for blasting is typically set to 0.0001. In BLAST 2.0, 
the Expect value is also used instead of the P value (probability) to report the significance of 
matches. For example, an E value of one assigned to a hit can be interpreted as meaning that in a 
database of the current size one might expect to see one match with a similar score simply by 
chance. An E value of zero means that one would not expect to see any matches with a similar 
score simply by chance. S ee , e .g., http://www.ncbi.nlm.nih.gov/Education/BLASTinfo/. 
Occasionally, a string of X's or N's will result from a BLAST search. This is a result of 
automatic filtering of the query for low-complexity sequence that is performed to prevent 
artifactual hits. The filter substitutes any low-complexity sequence that it finds with the letter 
"N" in nucleotide sequence (e.g., "NNNNNNNNNNNNN") or the letter "X" in protein 
sequences (e.g., "XXXXXXXXX"). Low-complexity regions can result in high scores that 
reflect compositional bias rather than significant position-by-position alignment. (Wootton and 
Federhen, Methods Enzymol 266:554-571, 1996) (Wootton and F e d e rh e n, M e thods Enzvmol 
266:551 571, tggg). 

At page 23, please replace Table 1 J with the following: 



Table 1J. BLAST results for NOVla 


Gene Index/ 
Identifier 


Protein/ Organism 


Length 
<aa) 


Identity 
(%) 


Positives 

(%) 


Expect 


gi jl356DD28|rof |NP_ 
112217. l| NP 112217 


a disintegrin-like 
and 

metal loprotease 
with 

thrombospondin 
type 1 motif, 12 
[Homo sapiens] 


1593 


269/616 
(43%) 


371/616 
(59%) 


e-135 


gi|H4D3589|gb|AAG3 
5563.l|AF163762 1 
(AF163762) 
AAG35563 


zinc 

me t a 1 1 oendopep t i da 
se [Homo sapiens] 


1077 


253/624 
(40%) 


359/624 
(56%) 


e-128 
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qi 1 10645109 [rcf |NP 

0550Q7.ll 

NP 055087 


a disintegrin and 
metal loprotease 
with 

thrombospondin 
motif s-7 

preproprotein; a 
disintegrin- like 
and 

metalloprotease 
(reprolysin type) 
with 

thrombospondin 
type 1 motif, 7 
[Homo sapiens] 


997 


247/571 
(43%) 


344/571 
(59%) 


e-127 


qi|l530093l|rcf |XP 
054410. 1| 
XP 054419 


a disintegrin-like 
and 

metalloprotease 
domain with 
thrombospondin 
type I repeats 10 
[Homo sapiens] 


854 


245/604 
(40%) 


348/604 
(57%) 


e-124 


gi I 7656860 |rcf |NP 0 
55088. 1| NP 055088 


a disintegrin and 

metalloprotease 

with 

thrombospondin 
motif s-6 

preproprotein; a 
disintegrin-like 
and 

metal loprotease 
(reprolysin type) 
with 

thrombospondin 
type 1 motif, 6 
[Homo sapiens] 


860 


244/630 
(38%) 


345/630 
(54%) 


e-115 



At page 24 please replace Table IK with the following: 



Table IK. ClustalW Analysis of NOV1 

1) Novel NOVla (SEQ ID NO: 2) 

2) Novel NOVlb (SEQ ID NO: 4) 

3) Novel NOVlc (SEQ ID NO: 6) 

4) Novel NOVld (SEQ ID NO: 8) 

4) gi 1 1356002 8 | rcf | NP 112217. -34 gi 1 135699281 NP 112217 a disintegrin-like and 
metalloprotease with thrombospondin type 1 motif, 12 [Homo sapiens] (SEQ ID NO: 30) 

5) gi 1 114935 8 0 | gb|AAC35563 .l | AF1637G2 -3r gi|ll493589| AAG35563 (AF163762) zinc 
metal loendopeptidase [Homo sapiens] (SEQ ID NO: 31) 

6) gi | l0G451PPlrcf [NP 0550 8 7. 1 1 - gi 1 10645199 | NP 055087 a disintegrin and 
metalloprotease with thrombospondin motifs- 7 preproprotein; a disintegrin-like and 
metalloprotease (reprolysin type) with thrombospondin type 1 motif, 7 [Homo sapiens] 
(SEQ ID NO: 32) 

7) gi 1 15300031 1 rcf | XP 05 4 410. 1 1- gi 1 15309931 1 XP 054419 a disintegrin-like and 
metalloprotease domain with thrombospondin type I repeats 10 [Homo sapiens] (SEQ ID 
NO: 33) 

8) gi | 7656 8 60 | rof | NP 05 5 0 68 . 1 1- gi | 7656869 | NP 055088 a disintegrin and 
metalloprotease with thrombospondin motif s-6 preproprotein; a disintegrin-like and 
metalloprotease (reprolysin type) with thrombospondin type 1 motif, 6 [Homo sapiens] 
(SEQ ID NO: 34) 



3 



\ 



Applicants: 
U.S.S.N.: 



Guo 

09/981,151 



NOVla 
NOVlb 
NOVlc 
NOVld 

gi | 13569928 | 
gi 1 11493589 I 
gi j 10645199 j 
gi 1 15309931 1 
gi 7656869| 



NOVla 
NOVlb 
NOVlc 
NOVld 

gi | 13569928 | 
gi | 11493589 | 
gi j 10645199 I 
gi j 15309931 | 
gi|7656869| 



NOVla 
NOVlb 
NOVlc 
NOVld 

gi | 13569928 | 
gi | 11493589 j 
gi | 10645199 | 
gi|l530993l| 
gi j 7656869 | 



NOVla 
NOVlb 
NOVlc 
NOVld 

gi | 13569928 | 
gi j 11493589 j 
gi | 10645199 j 
gij 15309931 j 
gi 7656869 | 



NOVla 
NOVlb 
NOVlc 
NOVld 

gi | 13569928 | 
gij 11493589 | 
gi | 10645199 | 
gij 15309931 | 
gij 7656869 | 



10 20 30 40 

....|....|....|....|....|....|....|....| 
MKPRARGWRGIJVALWMLLAQVAEQVSPGRSHQRGNRGSGQ 
MKPRARGWRGLAALWMLLAQVAEQVS PGRSHQRGNRGSGQ 

MKPRARGWRGLAALWMLLAQVAEQVS PGRSHQRGNRGS GQ 



50 60 70 80 

....|....|....|....|....|....|....|....| 
LEASPPRLLSRGPRRLTAMSPLFSAGTCVRHGTRSGSAWE 
LEASPPRLLSRGPRRLTAMSPLFSAGTCVRHGTRSGSAWE 

MGP - - - AAAAP GSPSV 

LEASPPRLLSRGPRRLTAMSPLFSAGTCVRHGTRSGSAWE 
- - -MPCAQRSWIiANLS WAQLLNFGALCYGRQPQPGPVRF 

MP GG PS PR SPAPLLRPLLLLLCALAPG-APGPAPGRA 



-MEILWKTLTWILSLIMASSEFHSDHRL 



90 100 110 120 

....|....|....|....|....|....|....|....| 
PERPAS S STRGAAGLDGKGRDMDEAGNHRSQQTNTGTENQ 
PERPASS STRGAAGLDGKGRDMDEAGNHRSQQTNTGTENQ 

PRPPP 

PERPAS S STRGAAGLDGKGRDMDEAGNHRSQQTNTGTENQ 

PDRRQEHFIKGL 

- - RSQDEFLS SL - - 

TEGR 



SYSSQEEFLTYL ■ 
130 



140 



150 



160 



VA 




»P-SRC 

■ehBq§tipirS3qnBa^BftPknd-1hsE33rrs 



170 



180 



190 



200 




I---I 




GPRHDFHMpTOTSSS 
GPRHDFHM^RTgSSLj^PG 

crarelrlcveafp iansqpg&i 
:gprhdfhm^rt|ssiSpg| 
sheekdlffB3tvnqgf^ns 

^SPSTHFLll|TRisRI@GHVS 

iyrgrelrfAStanqh: 



gDPIDPQQAV§KgFF||SAYGKHFHLg^L|TDFg|KI^ 

210 220 230 240 



|....| 



I 



|....|....|....| 
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NOVla 
NOVlb 
NOVlc 
NOVld 



gi 
gi 
gi 
gi 
gi 



13569928) 
11493589) 
10645199) 
15309931] 
76568691 



NOVla 
NOVlb 
NOVlc 
NOVld 

gi | 13569928 | 
gl | 11493589 | 
gi | 10645199 | 
gi j 15309931| 
gi|7656869| 



NOVla 
NOVlb 
NOVlc 
NOVld 

gi | 13569928 | 
gi | 11493589 | 
gi j 10645199 | 
gi | 15309931 | 
gi 76568691 



NOVla 
NOVlb 
NOVlc 
NOVld 

gi | 13569928 | 
gi j 11493589 j 
gi j 10645199 | 
gi j 15309931 j 
gi j 7656869 | 



NOVla 
NOVlb 
NOVlc 
NOVld 

gi | 13569928 | 
gi | 11493589 j 
gi | 10645199 | 
gi j 15309931 j 
gi j 7656869 | 



NOVla 
NOVlb 
NOVlc 
NOVld 




TKSVQTLP - -P - EDFgFYQgSl 
PKSVQTLP - - P - EDFgFYQgsl 
|SHWREQHASKRII-TNAMLGES. 

tksvqtlp - - p - edfHfyi 

CR-YGNLSHVKMMAS- -SAPlHhLS 

WQRAARP HMLY 

jGRAHIRAH- - -TPAgHL 




SHRNgPSHG 

shrnSpshg 

STRK|| N 

SHRNgPSHG 
QQGTRVGTA 
GQASfS-HV 
PELEGGLA 



SSyWGIdBpQWKHDFLD N^HyT^y^DQRSjT-KV 



250 



260 



I--.. I 



gkfcegstrtlklcnsqkcprgsv 
gkfcegstrtlklcnsqkcprSsv 
cvppl - s - - - fyffqsgmirt|ea 
gkfcegstrtlklcnsqkcprdsv 

alsachg ltgffqlphg 

ai stcgg lhgliva§ee 

ai sacdg lkgvfqls 




270 280 

...|....|....| 
RAAQCAEHNSRRFR 
RAAQCAEHNSRRFR 
FLRPLPSHLSWKLG 
RAAQCAEHNSRRFR 
FIEPVKKHPLVEG- 
LIEPLHGGPKGS-- 
IEPLDSAPARPG- 



ALSNCVG- 



■ LHGVI A 1 



290 



300 



EEYFIEPLKKTTEDSKH 



320 




310 

....|....|....|. 

lcklyc|aegfdfffsl|nkndgt 
Iqdlcklyc^aegfdfffslInkHdgt 
|shvlyxrevlvtsrtwelahqplmsdglgl 
lcklyc|aegfdfffsl|nk|^dgt 

IVYRRQKVP ETKEP -|cG§|§DSV 

sslrhpbIdtacgv-rdekpwkgrpw 

QAPER- -IaQRGDSSAPSIC 



FSYENGH{gviYfKSALQQRH§YDHSHCGVSDFTRSGKPW 



330 



340 



350 360 
....|....|....|....|....|....|....|....| 
PCSEDSRNVCIDGICELSWSTSAHMPQPPKEDLFILFDE 

PCSEDSRNVCIDGICE MPQPPKEDLFILPDE 

PQKQHFCGRRKK YMPQPPKEDLFILPDE 

PCSEDSRNVCIDGICELSWSTSAHMPQPPKBDLFILPDB 

NISQ - KQELWREK 

WLRT LKPPPARP 

ELES RRERWEQR 



WLN- 



-DTSTVSYS 



370 



380 



390 



400 




lpinnthihhrq|rsv|i[3r; 



410 



420 



430 
.1.. 



440 



|uH3Y VLT I gNMVggL FgDg i 
jgR&YVLT IgNMV^LFgDg 

Infl^YVLT iBNMVgaLFgPB 
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gi | 13569928 | 
gi 1 11493589 | 
gi 1 10645199 j 
gi j 15309931 
gi|7656869| 



NOVla 
NOVlb 
NOVlc 
NOVld 

gi | 13569928 | 
gi j 11493589 | 
gi j 10645199 | 
gi | 15309931 
gi|7656869| 



NOVla 
NOVlb 
NOVlc 
NOVld 

gi | 13569928 | 
gi j 11493589 | 
gi | 10645199 | 
gi j 15309931 
gi|7656869| 



NOVla 
NOVlb 
NOVlc 
NOVld 

gi | 13569928 | 
gi j 11493589 | 
gi | 10645199 | 
gi | 15309931 
gi|7656869| 



NOVla 
NOVlb 
NOVlc 
NOVld 

gi | 13569928 | 
gi | 11493589 | 
gi j 10645199 | 
gi 15309931 



5§|Y|LT I &NMVj 
lis gjY VLT i'SN 1 ^^ 1 ^^ 1 ? 




450 



460 



SF.CgWQ 



SFCgWQ 



470 480 
| |.. 
SG§MGKDG- 

sg|mgkdg- 





SECijWQ 



SFG&WQ 
SFCgWQ 
SFGgWQ 




KS DL 

SGHGNAIPEN 

G DA 

SGHGNAIPEN 
KSfgjliSHQSDGNTIPEN 



520 




530 



540 



550 



560 
SEG 



SCglNEDgGL 

sc^inedagl 
sc^nedHgl 

SC^NEDjjGL 

SC^NEDmGL 
Sc|lNEDiiGL 




570 



580 



590 



NOVla 


N 


NOVlb 




NOVlc 


N 


NOVld 


N 


gi| 13569928 | 


HP-Y 


gij 11493589) 


DPAK 


gi 10645199| 


RP-F 


gi|l530993lj 


DPAK 


gi |7656869 | 





>1^A6§NGV|S^P 



CSR55lY»l«i2FL 



STAQAi 



600 
J 

Ha 




610 620 
^PKPVfEYKg3EKLj2SE 



630 



640 



' "^EL^ANT^J 



W0FGEKAKLCMLD 





SIiKSKVIA 
)FV !3 TVA 

>ppak-diid|Hsvp 
?pr-|dfv|Btva 




FGEKAKLCMLD 
FGEKAKLCMLD 
--PNATFCQ 

GVKSRQC 

G- -AYSAFCE 
GVKSRQC 
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gi | 7656869 | S3 



-HHQ 



650 



660 



670 



680 



NOVla 


FKK 


NOVlb 




NOVlc 


FKK 


NOVld 


FKK 


gi| 13569928| 




gi| 11493589 


KYG 


gij 10645199 j 


DMD 


gi 15309931 


KYG 


gi 7656869 | 


LFR 



NOVla 
NOVlb 
NOVlc 
NOVld 

gi | 13569928 | 
gi | 11493589 | 
gi | 10645199 j 
gi | 15309931 j 
gi | 7656869 | 



NOVla 


H 


NOVlb 




NOVlc 




NOVld 




gi| 13569928) 




gi 11493589 | 




gi 10645199| 




gij 15309931 j 




gi|7656869| 





NOVla 
NOVlb 
NOVlc 
NOVld 

gi 
gi 
gi 
gi 
gi 



13569928| 
11493589| 
10645199| 
15309931| 
7656869| 



NOVla 
NOVlb 
NOVlc 
NOVld 

gi | 13569928 | 
gij 11493589 j 
gij 10645199 | 
gij 15309931 | 
gi|7656869| 




850 
..|.. 



860 



870 



880 
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NOVla 
NOVlb 
NOVlc 
NOVld 

gi | 13569928 | 
gi j 11493589 | 
gi j 10645199 | 
gi | 15309931 j 
gi 7656869 | 




---LB-- 
TKHHHTNl 
QKE-GS 
SPASPGA 
EAE-GL 
jSPASPGA 
SLPRG 




NOVla 
NOVlb 
NOVlc 
NOVld 

gi | 13569928 | 
gi j 11493589 | 
gi j 10645199 j 
gi | 15309931| 
gi | 7656869 | 




930 



940 



950 



960 



NOVla 
NOVlb 
NOVlc 
NOVld 

gi | 13569928 | 
gi | 11493589 | 
gi | 10645199 j 
gi | 15309931 j 
gi | 7656869 | 




970 



980 



990 



1000 



NOVla 
NOVlb 
NOVlc 
NOVld 

gi | 13569928 | 
gi j 11493589 | 
gi | 10645199 j 
gi | 15309931 j 
gi | 7656869 | 



NOVla 
NOVlb 
NOVlc 
NOVld 

gi | 13569928 | 
gi | 11493589 j 
gi | 10645199 j 
gi|l530993l| 
gi | 7656869 | 




|....|....|....| 



IQKDGLDNDVEQMYFWQYGHWTECSVTC 




1010 
..|... 



1020 1030 
..|....|....|....| 



1040 



GTGIRRQTAHCIKKGRGMVKATFCDPETQPNGRQKKCHEK 
-APIAR - DS 



VP 

-APIAR 

-VPITRTGSG- 



-DS 
-DN 



1050 



|....| 



1060 



NOVla 


MP 


SLgTE 


NOVlb 


MP 


?LWTE 


NOVlc 


MP 


|lHte 


NOVld 


MP 





1070 



|....| 



1080 
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gi| 13569928 | 
gi | 11493589 | 
gi | 10645199 | 
gi|l530993l| 
gl|7656869| 



NOVla 
NOVlb 
NOVlc 
NOVld 



gi 
gi 
gi 
gi 
gi 



13569928| 

11493589| 

10645199| 

15309931 

76568691 



NOVla 
NOVlb 
NOVlc 
NOVld 

gi | 13569928 | 
gl | 11493589 | 
gi 1 10645199 I 
gi 1 15309931 1 
gi I 7656869 | 



NOVla 
NOVlb 
NOVlc 
NOVld 

gi | 13569928 | 
gi | 11493589 j 
gi | 10645199 | 
gi j 15309931 
gi|7656869| 



NOVla 
NOVlb 
NOVlc 
NOVld 

gi | 13569928 | 
gi j 11493589 | 
gi j 10645199 j 
gi 1 15309931 j 
gi I 7656869 | 



ACPPRWWAGEWEACSATC^PHGEKKRTVLCIQTHVSDEQA 
LPPYSWHYAPWTKCSA||CAGGSQV-QAVECRNQL- -DSSA 

ASR@PGGGS-R GG 

LPPYSWHYAPWTKCSA§CAGGSQV-QAVECRNQL - -DSSA 
EVGFTWNHQPWSECSATCAGG 



1090 



LPPTDCQ-HL 
VAPHYCSAHS! 

VP 

VAPHYCSAHS 




1110 



1120 



?AWP| 

Pi 
?AfflP 

?a@p! 

ctllgcnrdilcpsdwtvgnwsecsvs 
jcntep - cppdwwgnwslcsrs 

jstlhgrsr--- p--- 

icntep -cppdwwgnwslcsrs 

.p TQR 



1130 



1140 




1150 
..|....| 



1160 



CAKNHDEPCDVTRKPNSRALCGLQQCPSS 

QR ----- ' 

E-PGS 

QR 

SY 



1170 1180 1190 

..|....|....|....|....|... 



1200 



RRVLKPNKGTISNGKNPPTLKPVPPPTSRPRMLTTPTGPE 

RVSAAEEKALDDS ACPQ 

EPGPPAAAS 

- - RVS AAEEKALDD S ACPQ 

ALCLLKKLIGNISCR 



1210 



1220 
|....|... 



1230 



1240 



SMSTSTPAISSPSPTTASKEGDLGGKQWi 
- - -PRPPVLEACHGPTCPPEW- -AALD 1 

-T - SVSPSLKWPNLVAAVHRG GWi 

- - - PRPPVLEACHGPTCPPEW- -AALD 1 




1250 



1260 



1210 



NOVla 


LP 


NOVlb 


LPI 


NOVlc 


LPl 


NOVld 


LP| 


gi| 13569928) 


SR 1 


gi 11493589| 




gi 10645199 




gi j 15309931 | 





jCQPSATAYI 
jCQPSATAYI 
JCQPLATAYI 
jCQPSATAYI 

|tsqpiltsqs 
5hratlppah 

iG PRLPTQ 



1280 

..|....|....|....| 

LES 

LES 

PLES 

LES 

IQPSEENVSSSDTGPTSEG 

AAKP - 

E SNP 



)HRATLPPAHCSPAAKP - 
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gi | 7656869 | 



NOVla 
NOVlb 
NOVXc 
NOVld 

gi | 13569928 | 
gi j 11493589 | 
gi j 10645199 I 
gi j 15309931 | 
gi j 7656869 | 



NOVla 
NOVlb 
NOVlc 
NOVld 

gi | 13569928 | 
gi 1 11493589 | 
gi | 10645199 | 
gi|l530993l| 
gi | 7656869 | 



NOVla 
NOVlb 
NOVlc 
NOVld 

gi 
gi 
gi 
gi 
gi 



13569928| 
11493589 j 
10645199| 
15309931| 
7656869| 



NOVla 
NOVlb 
NOVlc 
NOVld 

gi | 13569928 | 
gi | 11493589 j 
gi 1 10645199 j 
gi | 15309931 j 
gi I 7656869 1 



NOVla 
NOVlb 
NOVlc 
NOVld 



gi 
gi 
gi 
gi 
gi 



13569928| 
11493589| 
10645199| 
15309931 j 
7656869| 



ketJJJ- 



1290 



1300 



1310 



1320 



GLVATTTSGSGLSSSRNPITWPVTPFYNTLTKGPEMEIHS 

PAT 

G VHYEYT IHR 

PAT 



1330 
..|... 



1340 



1350 
..|... 



1360 



GSGEEREQPEDKDESNPVIWTKIRVPGNDAPVESTEMPLA 

MRCNLRRCPP 

EAGGHDEVPP - 

MRCNLRRCPP 



1370 



1380 



1390 



1400 



|....| 



I--.. I 



PPLTPDLSRESWWPPFSTVMEGLLPSQRPTTSETGTPRVE 



1410 



1420 



1430 



1440 



GMVTEKPANTLLPLGGDHQPEP S GKTANRNHLKLPNNHNQ 



1450 



1460 



1470 



1480 



|....| 



I I I I 



TKSSEPVLTEEDATSLITEGFLLNASNYKQLTNGHGSAHW 

ARW 

PVPS W 

ARW 



1490 
..|... 



1500 



1510 



1520 



10 



Applicants: 
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NOVla 
NOVlb 
NOVlc 
NOVld 

gi | 13569928 
gl 1 11493589 j 
gi j 10645199 | 
gi j 15309931 j 
gi|7656869| 



NOVla 
NOVlb 
NOVlc 
NOVld 

gi | 13569928 | 
gi 1 11493589 j 
gi j 10645199 j 
gi j 15309931 | 
gi|7656869| 



NOVla 
NOVlb 
NOVlc 
NOVld 

gi | 13569928 | 
gi | 11493589 j 
gi | 10645199 j 
gi | 15309931 j 
gi | 7656869 | 



NOVla 
NOVlb 
NOVlc 
NOVld 

gi | 13569928 | 
gi 1 11493589 j 
gi 1 10645199 j 
gi j 15309931 | 
gi|7656869| 



NOVla 
NOVlb 
NOVlc 
NOVld 

gi | 13569928 | 
gi | 11493589 
gi | 10645199 | 
gi j 15309931 
gi|7656869| 



NOVla 
NOVlb 
NOVlc 
NOVld 



IVGNWSECSTTCGLGAYWKRVECTTQMDSDCAAIQRPDPA 

VAGEWGECSAQCGVGQRQRSVRCTS - 

HYGPWTKCTVTCGRGE 

VAGEWGECSAQCGVGQRQRSVRCTS 



1530 



1540 



1550 



1560 



|....| 



KROTLRPCAGWKVGNWSKCSRNCSGGFKIREIQCVDSRDH 

-HTGQASHECTEALR - 

KWGRHSPTCRG LVSGQGH 

HTGQASHECTEALR 



2570 



1580 



1590 



1600 



|....| 



|....|....|....| 



RNLRPFHCQFLAGIPPPLSMSCNPEPCEAWQVEPWSQCSR 

- PPTTQQCEA 

WLQLPA 

PPTTQQCEA 



1610 



1620 



1630 



1640 



|....|....|....| 



SCGGGVQERGVFCPGGLCDWTKRPTSTMSCNEHLCCHWAT 

KCDS PTPG 

HC WAT 

KCDS - PTPG 



1650 
..|... 



1660 



1610 



1680 



|....| 



GNWDLCSTSCGGGFQKRIVQCVPSEGNKTEDQDQCLCDHK 

DGPEECKDVN- 

TGLEVCFS E 

DGPEECKDVN - - 



1690 



1700 



1710 



1720 



|....| 



I | .... | | 



11 



Applicants: 
U.S.S.N.: 



Guo 

09/981,151 



gi 1 13569928 | PRPPEFKKCNQQACKKSADLLCTKDKLSASPCQTLKAMKK 

gi 1 11493589 | KVAYCPLVLKFQF 

gi 1 10645199 | P QF S-ICEMRLAIAL 

gi|l530993l| KVAYCPLVLKFQF 

gi|7656869| 

1730 1740 1750 

....|....|....|....|....|....|....|.. 

NOVla (SEQ ID NO: 2 ) 

NOVlb - - - (SEQ ID NO: 4 ) 

NOVlc (SEQ ID NO: 6 ) 

NOVld (SEQ ID NO: 8 ) 

gi | 13569928 | CSVPTVRAECCFSCPQTHITHTQRQRRQRLLQKSKEL (SEQ ID NO:30 ) 

gi 1 11493589 1 CSRAYFRQMCCKTCQGH (SEQ ID NO:31 ) 

gi j 10645199 I CPRPAGRVHG (SEQ ID NO: 32 ) 

gi j 15309931 J CSRAYFRQMCCKTCHGH (SEQ ID NO: 33 ? 

gi|7656869| (SEQ ID NO: 34 ) 



At page 32, please replace paragraph at lines 31-42 with the following new paragraph: 

The presence of identifiable domains in NPV1, as well as all other NOVX proteins, was 
determined by searches using software algorithms such as PROSITE, DOMAIN, Blocks, Pfam, 
ProDomain, and Prints, and then determining the Interpro number by crossing the domain match 
(or numbers) using the European Bioinformatics Institute I nterpro. w e bsit e (http:www. e bi.ac.ulc/ 
int e rpro) . DOMAIN results for NOV1 as disclosed in Tables 1L-IP, were collected from the 
Conserved Domain Database (CDD) with Reverse Position Specific BLAST analyses. This 
BLAST analysis software samples domains found in the Smart and Pfam collections. For Table 
IE and all successive DOMAIN sequence alignments, fully conserved single residues are 
indicated by black shading or by the sign (|) and "strong" semi-conserved residues are indicated 
by grey shading or by the sign (+). The "strong" group of conserved amino acid residues may be 
any one of the following groups of amino acids: STA, NEQK (SEP ID NO: 161). NHQK (SEP 
IDNO:162\ NDEQ (SEP IDNO:163\ QHRK (SEP ID NO: 164\ MILV (SEP ID NO: 
165VMILF rSEPIDNP: 166\ HY, FYW. 



12 



Applicants: Guo 
U.S.S.N.: 09/981,151 

At page 33, please replace Table 1L with the following: 



Table 1L. Domain Analysis of NOV1 

gnl | Pfam|pfam01421, Reprolysin, Reprolysin (M12B) family zinc 
metal loprotease. The members of this family are enzymes that cleave 
peptides. These proteases require zinc for catalysis. Members of this 
family are also known as adamalysins. Most members of this family are 
snake venom endopeptidases, but there are also some mammalian 
proteins, and fertilin. Fertilin and closely related proteins appear 
to not have some active site residues and may not be active enzymes. 
(SEQ ID NO: 76) 

CD- Length = 199 residues, 95.0% aligned 
Score = 122 bits (307), Expect = 7e-29 



Query: 


378 


DKKMMQNHG--HENITTYVLTILNMVSALFKDGTIGGNINIAIVGLILLEDEQPGLVISH 


435 






| | + | || | + | + | + +++ || + + ||| + | 




Sbjct : 


10 


DHGMFTKYGSDLNKIRQRVHQIVNLVNEIYRPL NIRWLVGLEIWSDGDK- ITVQG 


64 


Query: 


436 


HADHTLSSFCQWQSGLMGKDGTRHDHAILLTGLDICSWKNEPCDTLGFAPISGMCSKYRS 


495 






1+ II 1+1+ +1 ll+l llll+l +1+1 1 + INI II 




Sbjct: 


65 


DANDTLHRFLEWRETDLLKR - KSHDNAQLLTG IDF DGNT I GAAYVGGMCS PKRS 


117 


Query: 


496 


CTINED- - - TGLGLAFTIAHESGHNFGMIHDGEGN- MCKKSEGNIMSPTLAGRNGVFSWS 


551 






+ +1 1 +1 l+lll III II II 1+ 1 ll+l + 1 +1 




Sbjct: 


118 


VG WQDHS P I VLLVAVTMAHELGHNLGMTHDD INKCTCEGGGGC I MNPVAS S S PGKK - FS 


176 


Query: 


552 


PCSRQYLHKFLSTAQAI CLADQ 573 (aa 378-573 of SEQ ID NO:2) 








II +11+ + II ++ 




Sb j ct : 


177 


NCSMDDYQQFLTKGKPQCLLNK 198 (SEQ ID NO: 76) 





At page 33, please replace Table 1M with the following: 



Table 1IVL Domain Analysis of NOV1 

gnl | Smart | smart 00209, TSP1, Thrombospondin type 1 repeats; Type 1 
repeats in thrombospondin- 1 bind and activate TGF-beta. 

(SEQ ID NO: 77) 
CD-Length = 51 residues, 100.0% aligned 
Score = 63.5 bits (153), Expect = 5e-ll 



Query : 668 WSDWSSWSPCSRTCGGGVSHRSRLCTNPNPSHGGKFCEGSTRTLKLCNSQKCP 720 (of SEQ ID 
N0:2) 

I +11 Mill MINI l+l I I II II + II I II 

Sbjct: 1 WGEWSEWSPCSVTCGGGVQTRTRCCNPPPN- -GGGPCTGPDTETRACNEQPCP 51 (SEQ ID N0:77) 



At page 33, please replace Table IN with the following: 



13 



Applicants: Guo 
U.S.S.N.: 09/981,151 



Table IN. Domain Analysis of NOV1 

gnl | Pfam | pfam00090, tsp_l, Thrombospondin type 1 domain. (SEQ ID 
NO:78) 

CD-Length =48 residues, 100.0% aligned 
Score = 54.7 bits (130), Expect = 2e-08 



Query: 669 SDWSSWSPCSRTCGGGVSHRSRLCTNPNPSHGGKFCEGSTRTLKLCNSQKC 719 (of SEQ ID NO: 2) 

I II Mil! Ill I- I I I -I Ml | | + + | | 
Sbjct: 1 SPWSEWSPCSVTCGKGIRTRQRTCNSP AGGKPCTGDAQETEACMMDPC 48 (SEQ ID NO: 78) 



At page 34, please replace Table 10 with the following: 



Table lO. Domain Analysis of NOV1 

gnl | Pf am | pf amO 1562 , Pep_M12B_ propep, Reprolysin family propeptide. 
This region is the propeptide for members of peptidase family M12B. 
The propeptide contains a sequence motif similar to the "cysteine 
switch" of the matrixins. This motif is found at the C terminus of the 
alignment but is not well aligned, repeats. (SEQ ID NO: 79) 
CD-Length = 117 residues, only 39.3% aligned 
Score =38.5 bits (88), Expect = 0.002 



Query: 180 
Sbjct: 2 



LRTSSSLVAPGFIVQTLGKTGTKSVQTLPPEDFCFYQGSLRSHRNS 

I + I l+l I I I I II ■ + +1 l+lll + + II 

LEKNRSLLAPDFTVTTYDDDGTLVTEHPLIQDHCYYQGYVEGYPNS 



225 (of SEQ ID NO: 2) 
47 (SEQ ID NO: 79) 



At page 41 please replace Table 2C with the following: 



Table 2C. BLAST results for NOV2 



Gene Index/ 
Identifier 



Protein/ 
Organism 



Length 
(aa) 



Identity 
(%) 



Positives 
(%) 



Expect 



gi | 1 4 765710 Ircf | X fi- 

006925. 41- 

XP 006925 



alpha 2 
macroglobulin 
precursor 
[Homo 

sapiens] 



1474 



593/1486 
(39%) 



870/1486 
(57%) 



0.0 



qi I 45 5 7225 |rcf |N P-& 
00005. l | — NP 000005 



alpha 2 
macroglobul in 
precursor 
[Homo 

sapiens] 



1474 



591/1486 
(39%) 



869/1486 
(57%) 



0.0 



gi | 224053 | prf | |10& » 
174A 1009174A 



macroglobulin 
alpha 2 [Homo 
sapiens] 



1450 



585/1471 
(39%) 



861/1471 
(57%) 



0.0 
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Applicants: Guo 
U.S.S.N.: 09/981,151 



qi|GD78425|rc£ NP 0 
3CC20.ll NP 036620 


alpha- 2- 
macroglobulin 
[Rattus 
norvegicus] 


1472 


578/1483 
(38%) 


867/1483 
(57%) 


0.0 


qil2144118|pir| | JC5 
£43- JC5143 


alpha- 

macroglobul in 
precursor - 
guinea pig 


1476 


570/1495 
(38%) 


858/1495 
(57%) 


0.0 



At page 41 please replace Table 2D with the following: 



Table 2D. ClustalW Analysis of NOV2 

1) N0V2 (SEQ ID NO: 10) 

2) qi|l4765710 | rcf | XP 006925. -44 gi 1 14765710 | XP 006925 alpha 2 macroglobulin 
precursor [Homo sapiens] (SEQ ID NO: 35) 

2) gi [4557225 | rcf | NP 000005. -3rf gi I 4557225] NP 000005 alpha 2 macroglobulin 
precursor [Homo sapiens] (SEQ ID NO: 36) 

3) gil224053 | pr£ | 1 100D174A gi I 224053 | 1009174A macroglobulin alpha2 [Homo sapiens] 
(SEQ ID NO:37) 

4) gi 1607 8 125 | rcf | NP 03GG20.1 4 gi I 6978425 | NP 036620 alpha- 2 -macroglobulin [Rattus 
norvegicus] (SEQ ID NO: 38) 

5) gi | 214411 8 | pir | [JC5143 - gi | 2144118 | JC5143 alpha -macroglobulin precursor - guinea 
pig (SEQ ID NO: 39) 



NOV2 

gi | 14765710 
gi|4557225| 
gi | 224053 | 
gi | 6978425 | 
gi | 2144118 | 



570 



580 



590 



600 




610 



620 



630 



640 



NOV2 

gi | 14765710 
gi j 4557225 | 
gi j 224053 | 
gi j 6978425 | 
gi I 2144118 j 



NOV2 

gi | 14765710 | 
gi | 4557225 | 
gi j 224053 | 
gi | 6978425 | 
gi | 2144118 j 



NOV2 

gi | 14765710 
gi j 4557225 | 
gi | 224053 | 
gi | 6978425 | 
gi j 2144118 | 




650 



660 670 

...|....|. 
CPVSGPWDFPQPLIDP! 



680 




690 



700 



710 





S KX S K 

SKIRK 
SKIRK 
SKIRK 
sjJjlRIC 

SkiSJk 
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Applicants: Guo 
U.S.S.N.: 09/981,151 



NOV2 

gi | 14765710 | 
gi |4557225 | 
gi | 224053 | 
gi | 6978425 | 
gi | 2144118 | 



730 740 
|....|....| 

3shrspeyst am 

igpeg; 
igpeg! 

IGPE 

|6ipaayhlqsqs 
--tHaysIsI 



750 



760 





PESSTP- 

[61 

:gi 

[GI 

FLE 

ssfrsSpr^pa2gi 




NOV2 

gi | 14765710 | 
gi I 4557225 | 
gi|224053| 
gi I 6978425 | 
gi I 2144118 



770 



780 



790 



800 




810 



820 



830 



840 



NOV2 

gi| 14765710 | 
gi j 4557225 | 
gi | 224053 | 
gi j 6978425 | 
gi j 2144118 | 



I 



Dgl TEWKAjJg^CgS^gGgGgS 
DT ITfewkX<^FCL S 
DTITE^Ag^^ | 
DT,I TEW^GAECLS^gG^Gp S 

dtitewkagafclsSdugLgIs 



pHvg 

s 
s 
s 

PWQF] 



PFOTtfgAFQ E> F F VE LTMP 
TASLRASQPFFVEETMP 



L bAF^P.FFV2LTgP 
TASLRAF^FFyELTMP 
TASL^^^ 

TAS LlS^QE^VEI&MP 



850 



860 



NOV2 

gi | 14765710 | 
gi j 4557225 | 
gi j 224053 | 
gi j 6978425 | 
gi | 2144118 j 





CIRVSVQ 
GIRyiSVff 
CIRVSVQ 
CIRVSVQ 

cirHsvE 



NOV2 

gi | 14765710 | 
gi | 4557225 | 
gij 224053 | 
gi | 6978425 | 
gi | 2144118 j 



890 



900 



910 



920 




NOV2 

gi | 14765710 
gij 4557225 | 
gij 224053 | 
gij 6978425 | 
gij 2144118 j 



930 



940 



950 



960 




N0V2 

gi | 14765710 | 
gij 4557225 | 
gij 224053 | 
gij 6978425 | 
gi I 2144118 j 



970 



980 



990 



1000 




1010 



1020 



1030 



1040 



16 



Applicants: 
U.S.S.N.: 



Guo 

09/981,151 



NOV2 

gi | 14765710 
gi|4557225| 
gi | 224053 | 
gi j 6978425 | 
gi | 2144118 j 




NOV2 

gi | 14765710 
gi j 4557225 | 
gi (224053 | 
gi j 6978425 | 
gi j 2144118 j 



1050 



1060 



1070 



1080 




N0V2 

gi | 14765710 | 
gi | 4557225 | 
gi j 224053 | 
gi j 6978425 | 
gi j 2144118 j 



1090 



1100 



1110 



1120 




NOV2 

gi | 14765710 | 
gi | 4557225 | 
gi | 224053 | 
gi j 6978425 | 
gi | 2144118 | 



1130 
I 



1140 



1150 



1160 



C£€K2GSLL^^'2KGGVigDEVgLgAYiT2ALLE 
CFR S SG S L£NNAIKGGV^ 

C FR S S GS LLKNAI KGGVED kOTL SAYi T I ALliifi 
C F R S S G S Ii;LiNNA I K G G VE D Ey T L S AY J g i^^LE 
CFR S'S'g S ifli]Nin^K G GV E D E VT il S AYi/£l MLE j 

c fS s s g s IjLnnat kggvede0§£ _s'Ay it i alle& 




NOV2 

gi | 14765710 | 
gi j 4557225 | 
gi j 224053 | 
gi j 6978425 | 
gi j 2144118 | 



1170 

AT§T 



1180 



1190 



1200 



p2V^ELSGL^2Eg^^^»^YTg^LL*AY0F@IiAG 

PWRNALFCtESAWKgi^EG3HGSHVYTKXliLAYAFAnAG 
PWRNALFCLE^SAWKi^EGSHGSHVYTKAtliAYAFALAG 



PWRNALFCLESATO^lEGSHGSHWTRALL'AYAFAilAG 
PWRNAL F,C liSSAWK ?A' ;<c|G wIg s hvytk ae L'AYAF AL AG 
PWRNALFeLESAWKgA^EGAHGSHVYTKALLAYAFALAG 



N0V2 

gi | 14765710 | 
gi j 4557225 | 
gi j 224053 | 
gi j 6978425 | 
gi j 2144118 | 



1210 



1220 



1230 



1240 




NOV2 

gi | 14765710 | 
gi|4557225| 
gi j 224053 | 
gi j 6978425 | 
gi j 2144118 | 



1250 



1260 



1— L 



1270 



1280 



|yEgT@ygLLAgLTB3iP| 



PQAP S AE t yEMTS YVLLAYLTAg PAPtBeDLTSAtSi^VK 
PQAP S^E^MTS^LhAyhTpB P AP^TgEDLT S ATgff VK 
P O A P S AE VEMT S Y VLL'A Y L T A@P A P tHe DliT S ATjTjX VK 



3QAP SAEVEMTS YVLLAYLTAgPAPT§^ 



1290 



1300 



1310 



1320 



|....| 
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Applicants: 
U.S.S.N.: 



Guo 

09/981,151 



NOV2 

gi | 14765710 | 
gi (4557225 | 
gi | 224053 | 
gi | 6978425 | 
gi j 2144118 j 




NOV2 

gi | 14765710 | 
gij 4557225 | 
gij 224053 | 
gij 6978425 | 
gij 2144118 | 



1330 

toRTRNiQl 



1340 



1350 
.1.. 



1360 



Tll&SG^F.sfe 
TI§SSGTFsi&F^^^ 

T IkJ S S GT F S&K FO ViSNNNSLL hOWv* *LP* ^PGtfrSSfiKVT G 



[YpjKVTG 
Y&S5VTG 



1370 



1380 



NOV2 

gi | 14765710 | 
gij 4557225 | 
gij 224053 | 
gij 6978425 | 
gij 2144118 j 



N0V2 

gi | 14765710 | 
gij 4557225 | 
gij 224053 | 
gij 6978425 | 
gij 2144118 j 



N0V2 

gi | 14765710 | 
gij 4557225 | 
gij 224053 | 
gij 6978425 | 
gij 2144118 j 



N0V2 

gi | 14765710 | 
gij 4557225 | 
gij 224053 | 
gij 6978425 | 
gij 2144118 j 




N0V2 

gi | 14765710 | 
gij 4557225 | 
gij 224053 | 
gij 6978425 | 
gij 2144118 j 



1530 1540 
....|....|....|....|.... 
ARHPEPPPFKTEAFIPSLPGSVNN 



(SEQ ID NO: 10) 

(SEQ ID NO:35) 

(SEQ ID NO:36) 

(SEQ ID NO: 37) 

(SEQ ID NO: 38) 

(SEQ ID NO: 39) 
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Applicants: 
U.S.S.N.: 



Guo 

09/981,151 



Pages 45, please replace Table 2E with the following 



Table 2E Domain Analysis of NOV2 

gnl | Pfam | pfam00207, A2M, Alpha-2-macroglobulin family. This family 
includes the C- terminal region of the alpha-2-macroglobulin family. 
(SEQ ID NO: 80) 

CD-Length = 751 residues, 98.5% aligned 
Score = 563 bits (1451);, Expect = 2e-161 



Query: 


TOO 

728 


Sbj ct : 


4 


Query: 


788 


Sb j ct : 


64 


Query: 


847 


Sbjct : 


116 


Query: 


A A n 

907 


Sbjct : 


176 


Query: 


963 


Sbj ct : 


236 


Query: 


1014 


SDj Ct : 


296 


Query : 


i m*i 
J.U / J 


oD j Ct : 




Query: 


1129 


Sbj ct : 


414 


Query: 


1181 


Sbjct : 


474 


Query: 


1241 


Sbj ct : 


532 


Query: 


1298 


Sbjct: 


592 


Query: 


1357 


Sbjct: 


652 


Query: 


1415 



EDSQVRQYFPETWLWDLFPIGNSGKEAVHVTVPDAITEWKAMSFCTSQSRGFGLSPTVGL 787 

+ 1 +1 IIII+III++ + I I++I+II+II 1+ ++ I + +I ++ I I 

DDITIRSYFPESWLWEVEEVDRSPVLTVNITLPDSITTWEILAVSLSNTKGLCVADPVEL 63 

TAFKPFFVDLTLPYS WRGESFRLTATI FNYL- KDCIRVQTDLAKSHEYQLESWADSQTS 846 

I 1+ II++I I II III II I H ++IM hi Ml I 

TVFQDFFLELRLPYSWRGEQVELRAVLYNYLPSQDIKV - - WQLEVEPLCQAG 115 



SCLCADDAKTHHWNITAVKLGHINFTISTKILDSNEPCGGQKGFVPQKGRSDTLIKPVLV 

II ++ I ++I +11 IK I ++I + I 

FCSIATQRTRSSQSVRPKSLSSVSFPVVWPLZ^SGLSLVEVVASVPEFFVKDAVVKTLKV 



NQLPSGCYANVGNLLHTAMKGGVDD- - - - EVSLTAYVTAALLEMGKDVDDPMVSQGLRCL 

I I + I ++I Mill I II+III++I MM 1 + 1+ I I 

QQKDDGVFRESGPVIHNEMKGGVGDDAEVE VTLTAF I T I ALLEAKLVC I S P WANALS I L 



906 



175 



962 



KPEGVLVEKTHSSLLCP KGGKVASESVSLELPVDIVPD-STKAYVTVLGDIMGTALQ 

+ 111 l + l MM I 11+ I I III +| ++| || + | + | 

EPEGARKEETVSSLLLPPEHLGGGLEVSEVPALKLPDDVPDTEAEAVISVQGDPVAQAIQ 235 
N LDGLVQMPSGCGEQNMVLFAPI I YVLQYLEKAGLLTE EIRSRAVGFLEIG 1013 

I 1+ I+++IIMIIIII+ II +111 II++ + + + +1+ + I 

NTLSGEGLNNLLRLPSGCGEQNMIYMAPTVYVLHYLDETWQWEKPGTKKKQKAIDLINKG 295 
YQKELMYKHSNGS YSAFGERDGNGNTWLTAFVTKCFGQAQKF I F I DPKN I QDALKW - MAG 1072 

II++I 1+ ++III+II I + 1 1 II 1 1 1 I I 11+ ++III ++I l + ll + 

YQRQLNYRKADGS YAAFLHRA- - SSTWLTAFVLKVFSQARNYVF IDEEHI CGAVKWL I LN 353 



1128 



413 



KNSATSTTN LYTQALLAYIFSLAGEMDIRNILLKQLDQQAI ISGESIYWS- -QK 1180 

II I +11 II II +111 + +11 I ++ + +1 II 

KASDYLLENYANGQRVYTLALTAYALAIAGVLHKLKEILKSLKEELYKALVKG™ 473 

PTPSSNASPWSEPAAVDVELTAYALLAQLTKPSLTQKE IAKATS I VAWLAKQHNAYGGFS 1240 

I + +11 M + I + IIMI II I ++ I +1 II +1 III 

PKDAPGHPYSPQPQAAAVEMTSYALLALLT- -LLPFPKVEMAPKWKWLTEQQYYGGGFG 531 

STQDTWALQALAKYATTAYMPSE - E INLWKSTEN- FQRTFNIQSVNRLVFQQDTLP - N 1297 

llllll+lllll+ll I +++ ++I 1+ I I + I + + III 

STQDTVMALQALSKYG I ATPTHKEKNLS VT I QS PSGS FKSHFQ I LNNNAFLLRPVELPLN 591 

VPGMYTLEASGQGCVYVQTVLR YN I LPPTNMKTFS LS VE IGKARCEQPTS PR - SLTLT I H 1356 

I + +111 + + I II +1 I I I +1 l+l + I l+l 

EGFTVTAKVTGQGTLTLVTTYRYKVLDKKNTFCFDLKI ETVPDTCVE PKGAKNSD YLS I C 651 

TSYVGSRSSSNMAIVEVKMLSGFSPMEGT--NQLLLOC?PLVKKVEFGTDTLNIYLDELIK 1414 

I I MM I III ++ ll + ll I++ III + + +IM++ 

TRYAGS RSDSGMAI AD I SMLTGF I PLKPDLKKLENGVDRYVS KYE I DGNHVLL YLDKVSH 711 



- NTQTYTFT I SQS VLVTNLKPAT I KVYDYYLP 
1+ III I I+II++IIMII I 



1445 (of SEQ ID NO: 10) 



19 



Applicants: Guo 
U.S.S.N.: 09/981,151 



Sbjct: 712 SETECVGFKIHQDFEVGLLQPASVKVYDYYEP 743 (SEQ ID NO: 80) 



Pages 46, please replace Table 2F with the following: 



Table 2F Domain Analysis of NOV2 

gnl | Pfam | pfam01 8 35, A2M_N, Alpha-2-macroglobulin family N- terminal 
region. This family includes the N- terminal region of the alpha- 2- 
macroglobulin family. (SEQ ID NO: 81) 
CD-Length = 620 residues, 98.4% aligned 
Score = 236 bits (603), Expect = 5e-63 



Query: 


5 


LLLGMLALS PAI AEEL - - PNYLVTLPARLNFPSVQKVCLDLSPGYSDVKFTVTLETKDKT 


62 






■ I ii iiiiii ■■■ ■ iiii 
1 1 +1 1 - 1 1 l+l +1+ 1 + +1 1 1+ 1 1 1 l+l + 




Sbjct: 


2 


LLWLLLLLLLFFDSSLQKPRYMVIVPSILRTETPEKVCVQLHDLNETVTVTVSLHSFP 


61 


Query: 


63 


QKLLEYSGLK KRHLHC I S FL VP P PA GGTEE VAT I RVSGVGNN I S FEE KKKVL I Q 


116 






1 1 IIIIII! 1 1 1 llltl 
+ 1 + 1 1 l + l 1 1 1 1 1 + + 1 1 +1+1 1 11 + 




Sbjct: 


62 


RNLSSLFTVLLSSKDLFHCVSFTVPQPGLFKSSKGEESFVWQVKGPTHTFKEKVTVLVS 


121 


Query: 


117 


RQGNGTFVQTDKPLYTPGQQVYFRIVTMDSNFVPVNDKYSMVELQDPNSNRIAQWLEWP 


176 






i i i i i i i i i i t i i ii ii i ii ii ii 
+ l+l 1 1 1 l+l 1 II II +1+ ++I 1 1+1+ +1 ++I 1 1 1+ 1 1 




Sbjct : 


122 


SRRGLVFIQTDKPI YTPGQTVRYRVFSVDENLRPLNELI - LVYIEDPEGNRVDQWEVNKL 


180 


Query: 


177 


EQGIVDLSFQLAPEAMLGTYTVAV- - - AEGKT FGT - -FSVEEY VLSPFLLLLSSVLPKFK 


231 






ill mi. i i i . . . . i ii.ii 

III 1 1 1 + 1 + 1 1 + + + ++ 1 11 + 11 + 




Sbjct: 


181 


EGGI FQLSFPI PSEPIQGTWKIVARYESGPESNYTHYFEVKEY VLPSFEVS 


231 


Query: 


232 


VEVVEPKELSTVQESFLVKICCRYTYGKPMLGAVQVSVCQKANTYWYREVEREQLPDKCR 


291 






+ +1 + 1 1 II III III 1+ 1 1 1 1 +++I 




Sbjct: 


232 


I TP PKP F I YYDNFKE FE VT I CAR YTYGKP VPG VAYVR FG VK DEDGKKELLAGLE 


285 


Query: 


292 


NLSGQTDKTG- - CFSAPVDMATFDLIGYAY- SHQINI VATWEEGTGVEANA- TQNIYIS 


347 


Sbjct: 


286 


+ 1 1 1 1 1 + 1 + + l+l 1 1 II 
ERAKLLDGNGEICLSQEVLLKELQLKNEDLEGKSLYVAVAVIESEGGDMEEAELGGIKIV 


345 


Query: 


348 


PQMGSMTFEDTSNFYHPNFPFSGKMLLKFPQGGVLPCKNHLVFLVIYGTNGTFNQTLVTD 


407 






+1 1 + + 1 II 1+1+ 1 1 1 1 1 + + ++ II 




Sbjct : 


346 


RSPYKLKFVKTPSHFKPGIPFFLKVLWDPDGS- - PAPNVPVK- - VSAQDAS YYSNGTTD 


401 


Query: 


408 


NNGLAPFTLETSGWNGTDVSLEGKFQMEDLVYNPEQVPRYYQNAYLHLRPFYSTTRSFLG 


467 






+111 I++ II + +1+ + ++I + II + l+l 




Sbjct: 


402 


EDGLAQFSINTS- -GISSLSITVRTNHKELPEEVQAHAEAQATAYSTVSL- -SKSYIHLS 


457 


Query: 


468 


IHRLNGPLKCGQPQEVLVDYYIDPADASPDQEISFSYYLIGKGSLVMEGQKHLNSKKKGL 


527 






II III ++ + + + 1 1 ++ II +1 I++ 




Sbjct: 


458 


IER- - -TLPCGPGVGEQANFILRGKSLGELKILHFYYLIMSKGKIVKTGRE PREPG 


510 


Query: 


528 


KASF5L5LTFTSRLAPDPSLVIYAIFPSGGWADKIQFSVEMCFDN QQL 


576 






+ 1111+ IIII IIIIII IIII + II 1 1 +1 




Sbjct: 


511 


QGLFSLSIPVTPDLAPSFRLVAYYILPQGEWADSVWIDVEDCCANKLDLSFSPSKDYRL 


570 


Query: 


577 


PGAEVELQLQAAPGSLCALRAVDESVLLLRPDRELSNRSVY 617 (of SEQ ID NO: 


10) 






1 +I+I+++I 1 II IIIIII++I ll+l +11 II 




Sbjct: 


571 


PAQQVKLRVEADPQSLVALRAVDQAVYLLKPKAKLSMSKVY 611 (SEQ ID NO: 81) 





20 



Applicants: Guo 
U.S.S.N.: 09/981,151 



At page 52 please replace Table 3E with the following: 



Table 3E. BLAST results for NOV3 


Gene Index/ 


Protein/ 


Length 


Identity 


Positives 


Expect 


Identifier 


Organism 


(aa) 


(%) 


(%) 




qi | 12858115 | dbi | DAD 


putative [Mus 


373 


187/310 


226/310 


6e-87 


31203.ll — (AK018123) 


musculus] 




(60%) 


(72%) 




BAB31203 












qi 3024224 | op|Q2872 


ILEAL 


347 


116/279 


173/279 


le-52 


71NTCI RABIT 


SODIUM/BILE 




(41%) 


(61%) 




NP 058918 


ACID 












COTRANS PORTER 












(ILEAL 












NA(+)/BILE 












ACID 












COTRANSPORTER 












) (NA+ 












DE PENDENT 












ILEAL BILE 












ACID 












TRANSPORTER) 












(ILEAL 












SODIUM- 












DEPENDENT 












BILE ACID 












TRANSPORTER) 












(ISBT) 












(SODIUM/TAURO 












CHOLATE 












COTRANSPORTIN 












G 

POLYPEPTIDE, 












ILEAL) 










qi| 8394281 |rcf |NP 0 


solute 


348 


130/344 


195/344 


2e-52 


58018. l| NP 035518 


carrier 




(37%) 


(55%) 






family 10, 












member 2 












[Rattus 












norvegicus] 










qi|C755530|rcf |NP 0 


solute 


348 


125/313 


191/313 


4e-52 


35518. l| NP 35518 


carrier 




(39%) 


(60%) 






family 10, 












member 2 [Mus 












musculus] 










qi|G755530|rcf [NP 0 


solute 


348 


125/313 


191/313 


4e-52 


35518. l| NP 35518 


carrier 




(39%) 


(60%) 






family 10, 












member 2 [Mus 












musculus] 
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Applicants: Guo 
U.S.S.N.: 09/981,151 



qi|2042G3l|ap[QG011 


ILEAL 


348 


121/306 


185/306 


4e-52 


4|NTCI cricr 


SODIUM/BILE 




(39%) 


(59%) 




Q60414 


ACID 












COTRANS PORTER 












(ILEAL 












NA(+)/BILE 












ACID 












COTRANS PORTER 












) (NA+ 












DEPENDENT 












ILEAL BILE 












ACID 












TRANSPORTER) 












(ILEAL 












SODIUM- 












DEPENDENT 












BILE ACID 












TRANSPORTER) 












(ISBT) 












(SODIUM/TAURO 












CHOLATE 












COTRANSPORTIN 












G 












POLYPEPTIDE, 












ILEAL) 











At page 53 please replace Table 3F with the following: 



Table 3F. ClustalW Analysis of NOV3 

1) NOV3 (SEQ ID NO: 12) 

3) qi | 12 8 5 8 115 | dbj | BAD31203 . -34 gi 1 12858115 | BAB31203 (AK018423) putative [Mus 
musculus] (SEQ ID NO: 40) 

4) qi | 302 4 224 | op | Q2 8 727 | NTCI RABIT gi | 3024224 | NP058918 ILEAL SODIUM/BILE ACID 
COTRANSPORTER (ILEAL NA( + )/BILE ACID COTRANS PORTER) (NA+ DEPENDENT ILEAL BILE ACID 
TRANSPORTER) (ILEAL SODIUM -DE PENDENT BILE ACID TRANSPORTER) (ISBT) 
(SODIUM/TAUROCHOLATE COTRANSPORTING POLYPEPTIDE, ILEAL) (SEQ ID N0:41) 

5) gi |8 39 4 2 8 l | rcf | NP 0 58 91 8 .1 4 gi|839428l| NP035518 solute carrier family 10, 
member 2 [Rattus norvegicus] (SEQ ID NO: 42) 

6) gi | C755530 | rcf | NP 03551 8 .1 4 gi I 6755530 | NP035518 solute carrier family 10, 
member 2 [Mus musculus} (SEQ ID NO: 43) 

7) gi | 6755530 | rcf | Nr 03551 8 .1 4 gi I 6755530 | NP035518 solute carrier family 10, 
member 2 [Mus musculus] (SEQ ID NO: 44) 

8) gi[2 8 4263l | op | Q60414 | NTCI gi|284263l| Q60414 ILEAL SODIUM/BILE ACID 
COTRANSPORTER (ILEAL NA( + )/BILE ACID COTRANSPORTER) {NA+ DEPENDENT ILEAL BILE ACID 
TRANSPORTER) (ILEAL SODIUM -DE PENDENT BILE ACID TRANSPORTER) (ISBT) 
(SODIUM/TAUROCHOLATE COTRANSPORTING POLYPEPTIDE, ILEAL) (SEQ ID NO:45) 



10 



NOV3 

gi | 12858115 | 
gi | 3024224 | 
gi j 8394281 | 
gi | 6755530 | 
gi | 2842631 j 



I I 



fflRA§CS - SgSACPANSS; 

Sstdca-gSstcpI 




ATHCEG&SCB 




NOV3 

gi I 12858115 | 



50 
I 



60 



I^gLgMFSf|GC|VEg 
SSSeLVMFsEGC |VE! 



I 



70 



I 




HIRRPWGIgVGgLCQFG|| 
H^RRPWG IMVgJlHq FGf 



80 



22 



Applicants: 
U.S.S.N.: 



Guo 

09/981,151 



gi | 3024224 | 
gi j 8394281 1 
gi [6755530 j 
gi|284263l| 



ILLALVMFSMGCNVE|)jKFLGHIRRPWGI 
I LLA^VMFSMGCNVE j^KFLGHi§RPWGI 
I LLAgVMFSMGCNV^ 

I LL AL VMF SMGCNVEtlSK FL'GI^RRPWGI 




NOV3 

gi | 12858115 
gi j 3024224 | 
gi j 8394281 1 
gi | 6755530 I 
gi|284263l| 



NOV3 

gi | 12858115 
gi j 3024224 | 
gi j 8394281 j 
gi j 6755530 j 
gi|284263l| 



NOV3 

gi | 12858115 
gi | 3024224 | 
gi | 8394281 j 
gi j 6755530 j 
gi | 2842631 1 



NOV3 

gi | 12858115 
gi | 3024224 | 
gi j 8394281 1 
gi j 6755530 | 
gi |284263l| 



NOV3 

gi | 12858115 | 
gi|3024224| 
gi j 8394281 | 
gi j 6755530 j 
gi|284263l| 




170 



180 



190 



200 




INIGL 



sgG iSLygLgi pyg jG 

llGUSLVAUVgP-yS ij G 
S I G I S LVALV I P VS [j G 

sig't SLYAiyfr>vs jg 
sig3slvalyi«pvs 3g 




210 



220 



230 



240 




250 



260 



270 



280 




NOV3 

gi | 12858115 | 
gi | 3024224 | 



290 



300 



310 



320 



NOV3 


Ms 


gi 


12858115 | 




gi 


3024224 | 




gi 


8394281 




gi 


6755530| 




gi 


2842631| 


He a 




330 340 
| L...| 

-rtSdtIc 

QKSfJCRR 



350 



360 




23 



Applicants: Guo 
U.S.S.N.: 09/981,151 



gi | 8394281 
gi j 6755530 I 
gi|284263l| 




FLEKTgN- - 
LQgKTgN- - 




3- -MP 


SF 


s 


S--RP 


SF 


m 

it 


3--RS 


SF 






370 



380 



NOV3 

gi | 12858115 
gi | 3024224 | 
gi|839428l| 
gi j 6755530 j 
gi|284263l| 




(SEQ 


ID 


NO 


:12) 


(SEQ 


ID 


NO 


:40) 


(SEQ 


ID 


NO 


:41) 


(SEQ 


ID 


NO 


:42) 


(SEQ 


ID 


NO 


:43) 


(SEQ 


ID 


NO 


:45) 



Page 55, please replace Table 3G with the following 



Table 3G Domain Analysis of NOV3 

gnl | Pf am | pf am0175 8 , SBF, Sodium Bile acid symporter family. This 
family consists of Na+/bile acid co- transporters . These transmembrane 
proteins function in the liver in the uptake of bile acids from portal 
blood plasma a process mediated by the co-transport of Na+. Also in 
the family is ARC3 from S. cerevisiae this is a putative transmembrane 
protein involved in resistance to arsenic compounds. (SEQ ID NO: 82) 
CD-Length = 186 residues, 80.1% aligned 
Score =75.9 bits (185), Expect = 3e-15 



Query: 


39 


Sbjct: 


1 


Query: 


98 


Sbjct: 


61 


Query: 


148 


Sbjct: 


116 



TIMMGLLMFSLGCSVEIRKLWSHIRRPWGIAVGLLCQFGLMPFTAYLLAIS - FSLKPVQA 97 

+ + l + lll + l. I I +111 + +111 1+ +11 ++M III 

ALGLFLMMFSMGLKVRFEDLKEALRRPKALILGLLLQWIIMPLLMFILAWLLLRLPPELA 60 

IAVLIMGCCRG- - -APSLTFSPSGLMEIWIS GALGMMPLCIYLYTWSWSLQQN 147 

++++ || | + |+ | +|+ + I + II +1 
TGLILVGC^PGGAMSNVWTYLAKGDVELSVVMVALSTLLAPLVTPLLSFLLAGLL 115 

LTI PYQNIGLSLGI TLVCLTI PVAFGVYVNYRWP 181 (of SEQ ID NO: 12) 
+ + + + II + 11+ 1+ II 

VHVDAVSPWSLIKSVLVYVIIPLIAGMLTRYFLP 149 (SEQ ID NO 82) 



At page 61, please replace Table 4C with the following: 



Table 4C. BLAST results for NOV4 


Gene Index/ 
Identifier 


Protein/ Organism 


Length 
(aa) 


Identity 
(%) 


Positives 
(%) 


Expect 


qi I 4505773 IrcflNP 0 
02G25.ll NP 002625 


prohibit in [Homo 
sapiens] 


272 


236/270 
(87%) 


251/270 
(92%) 


e-123 


qi|92G43 |pir| |A3968 
5- A39682 


prohibitin - rat 


272 


235/270 
(87%) 


251/270 
(92%) 


e-123 



24 



Applicants: Guo 
U.S.S.N.: 09/981,151 



gi|72D854G|qbtAAF53 
7C5.l| — (AE003GG1) 
AAF53765 


l(2)37Cc gene 
product 
[Drosophila 
melanogaster] 


276 


178/270 
(65%) 


220/270 
(80%) 


8e-96 


qi|2055454 gb | AAD53 
231. l| (U97204) 
AAB53231 


prohibitin-like 
molecule TC-PRO-1 
[Toxocara canis] 


274 


153/264 
(57%) 


209/264 
(78%) 


9e-80 


qi|l3491275|qb|AAK2 
76G5.ll (AC087079) 
AAK27865 


Hypothetical 
protein Y37E3.9 
[ Caenor habdi t i s 
elegans] 


275 


154/270 
(57%) 


210/270 
(77%) 


6e-79 



At page 61 please replace Table 4D with the following: 



Table 4D ClustalW Analysis of NOV4 



prohibitin [Homo sapiens] (SEQ 



1) NOV4 (SEQ ID NO: 14) 

2) qi |4 505773|rcf \llV 002625. 1 1 - NP 002625 gi | 4505773 | 
ID NO:46) 

3) qi[92 6 43 | pir | |A396 33- A39682 gi | 6679299 | prohibitin - rat (SEQ ID NO: 47) 

4) qi | 729 8 5 4 6 | qb|AAF53765.ll AAF53765 (AE003661) gi | 7298546] l(2)37Cc gene product 
[Drosophila melanogaster] (SEQ ID NO: 48) 

5) gil20 5 54 5 4l qblAAB53231.il AAB53231 (U97204) gi|2055454| prohibitin-like molecule 
TC-PRO-1 [Toxocara canis] (SEQ ID NO: 49) . . 

6) gi 1 13 4 91275 | gb | AAK27 8 65 . 1 1- AAK27865 (AC087079) gi 1 13491275) Hypothetical protein 
Y37E3.9 [Caenorhabditis elegans] (SEQ ID NO:50) 



NOV4 

gi | 4505773 | 
gi j 6679299 | 
gi | 7298546 | 
gi | 2055454 j 
gi |13491275 | 



NOV4 

gi | 4505773 | 
gi j 6679299 | 
gi j 7298546 j 
gi j 2055454 | 
gi j 13491275 



NOV4 

gi | 4505773 | 
gi j 6679299 j 
gi|7298546| 
gi j 2055454 j 
gi j 13491275 | 




NOV4 

gi|4505773| 
gi j 6679299 j 
gi j 7298546 j 
gi j 2055454 | 
gijl3491275| 



130 



140 



150 



160 




25 



Applicants: Guo 
U.S.S.N.: 09/981,151 



200 



NOV4 

gi | 4505773 | 
gi|6679299| 
gi | 7298546 j 
gi | 2055454 | 
gi j 13491275 



NOV4 

gi | 4505773 | 
gij 6679299) 
gi|7298546| 
gi | 2055454 | 
gij 13491275 



N0V4 

gi | 4505773 | 
gij 6679299 j 
gij 7298546 j 
gij 2055454 j 
gij 13491275 



240 




(SEQ 


ID 


NO: 14) 


(SEQ 


ID 


NO:46) 


(SEQ 


ID 


N0:47) 


(SEQ 


ID 


N0:48) 


(SEQ 


ID NO: 49) 


(SEQ 


ID 


N0:50) 



At page 62 please replace Table 4E with the following: 



Table 4E. Domain Analysis of NOV4 

gnl | Pfam | pfam01145, Band_7, SPFH domain / Band 7 family. This family 
also includes proteins with high blast scores to known Band 7 protein: 
HflC from E. coli Hf IK from E. coli, and Prohibitin family members 
(SEQ ID NO: 83) 

CD-Length = 191 residues, 91.6% aligned 
Score = 157 bits (397), Expect = 7e-40 



Query : 2 8 YS VDAGHRAWFDRFRGVQD I WGKGTHCL I PWLQKS 1 1 FDCRSQPRNVPVITGSKDLQN 8 7 

I I l + l I 1+ III I I + II++ I |+ +11 

Sbjct : 17 KIVKEYERGVI FRLGRYVRQ- WGPGLHFI I PFIDT\^K\TOLRTVVYDVPSQE I ITKDNV 75 

Query: 88 VNLTLRIIFRPVASQLPHIFTSSGEDHDERVPPSITNKILKSWARFEAGELITQREQIS 147 

I + +++ I I ++ II 1+ I++I + +1 I++I+II+I+ 

Sbj ct : 76 WIVDAWYYRWDPLKAVYEVED- - -AERALPQLAQTTLRNVIGQFTLDEILTERERIN 132 

Query : 14 8 RQVSDDLTEPAATFGL ILDDVSLTYLTFGKEF IEAVEAKQ IAQQEAERARFWEKAEQQK 207 

1+ + I I +1+ ++ I + + +1 1+ 1+ I++II 11+ + +11 + 

Sbjct : 133 SQLREILDEATDPWGIKVERVEIKDIRLPEEVQRAMAAQMEAEREA-RAKILEAEGEQEA 191 

Query: (aa 28-207 of SEQ ID NO: 14) 

Sbjct: (SEQ ID NO:83) 



26 



Applicants: 
U.S.S.N.: 



Guo 

09/981,151 



At page 63, please replace Table 4F with the following: 



Table 4F. Domain Analysis of NOV4 

gnl | Smart | omart 0024 4 , PHB, prohibit in homologues; prohibit in 

homologues (SEQ ID NO: 84) 

CD-Length = 160 residues, 98.8% aligned 

Score = 97.4 bits (241), Expect = 9e-22 



Query: 


28 


Sbjct: 


3 


Query: 


87 


Sbjct: 


62 


Query: 


146 


Sbjct: 


119 



YS VDAGHRAWFDRFRGVQD I WGKGTHCL I PWLQKS 1 1 FDCRSQPRNVPVITG- SKDLQ 8 6 

+ I I +1 I l + l I I + II++ I l + l +11 +11 

FYVIGEGERGWERLGRVLK- VLGPGLHFVI PFIDDVKRVDLRAQTDDVPPQEVITKDNV 6 1 

NVNLTLRIIFRPVASQLPHIFTSSGEDHDERVPPSITNKILKSWARFEAGELIT-QREQ 145 

I++ + +1 I I ++ III + I+II+ + II+I.+II+ 

TVS VDAWYYR - VLDPLKAVYGV- -LDADYRALRQLAQTTLRSVIGKRTLDELLTDEREK 118 

I SRQVSDDLTEPAATFGLI LDDVSLTYLTFGKEF I EAVEAKQ 187 (of SEQ ID NO: 14) 
II + ++I I I +1+ ++II + + +1 ll+ll+l 

ISENIREELNEAAEPWGIEVEDVEIKDIRLPEEIKEAMEAQQ 160 (SEQ ID NO: 84) 



At page 67 please replace Table 5C with the following: 



Table 5C. BLAST results for NOV5 


Gene Index/ 
Identifier 


Protein/ Organism 


Length 
(aa) 


Identity 
(%) 


Positives 
(%) 


Expect 


qi | 15204659 |rcf |XP 
054070.1 | XP 05407 


macrophage 
stimulating 1 
(hepatocyte 
growth factor- 
like) [Homo 
sapiens] 


711 


561/720 
(77%) 


577/720 
(79%) 


0.0 


qi | 10337615 |rcf|NP 
0CC278.ll NP 066278 


macrophage 
stimulating 1 
(hepatocyte 
growth factor- 
like) [Homo 
sapiens] 


711 


560/720 
(77%) 


576/720 
(79%) 


0.0 


qi 1123114 |op P26927 
|HCFL HUMAN P26927 


HEPATOCYTE GROWTH 
FACTOR- LIKE 
PROTEIN PRECURSOR 
(MACROPHAGE 
STIMULATORY 
PROTEIN) (MSP) 
(MACROPHAGE 
STIMULATING 
PROTEIN) 


711 


560/720 
(77%) 


576/720 
(79%) 


0.0 


qi 1 15209258 |rcf|XP 
017811.2| XP 017811 


hypothetical 
protein XP_017811 
[Homo sapiens] 


529 


440/532 
(82%) 


456/532 
(85%) 


0.0 


qi|90G15|pirl [A4033 
2- A40332 


macrophage - 
stimulating 
protein 1 
precursor - mouse 


716 


449/725 
(61%) 


507/725 
(69%) 


0.0 



27 



Applicants: Guo 
U.S.S.N.: 09/981,151 



At page 68 please replace Table 5D with the following: 

Table 5D Clustal W Sequence Alignment 



1) NOV5 (SEQ ID NO: 16) 

2) qi 1 1 5 294659 |rcf | XP 054070. -34 gi 1 152946591 
(hepatocyte growth factor- like) [Homo sapiens] 

3) gi | l033761 5 |rcf | NP 06627 8 .1 4 gi I 10337615 | 
(hepatocyte growth factor- like) [Homo sapiens] 

4) qi[ 123111 1 op |P26927|lICFL HUMAN gi 1 123114) 



XP 05407 m acrophage stimulating 1 
(SEQ ID NO: 51) 

NP 066278 m acrophage stimulating 1 
(SEQ ID NO: 52) 

P26 92 7 HEPATOCYTE GROWTH FACTOR-LIKE 
(MACROPHAGE STIMULATING 



PROTEIN PRECURSOR (MACROPHAGE STIMULATORY PROTEIN) (MSP) 
PROTEIN) (SEQ ID NO: 53) 

5) gi 1 1529925 8 | rof | XP 017 8 11. -3+ gi 1 15299258 | XP 017811 hypothetical protein XP_017811 
[Homo sapiens] (SEQ ID NO: 54) 

6) gi | 90615 | pir | | A40332 gi | 90615 | A40332 m acrophage- stimulating protein 1 
precursor - mouse (SEQ ID NO: 55) 



NOV5 

gi | 15294659 | 
gi j 10337615 j 
gi j 123114 | 
gi j 15299258 | 
gij 90615) 



NOV5 

gi) 15294659 | 
gij 10337615 j 
gij 123114| 
gij 15299258 | 
gij 90615 | 



NOV5 

gi | 15294659 | 
gij 10337615 | 
gij 123114 | 
gij 15299258 | 
gij 90615 | 



NOV5 

gi | 15294659 | 
gij 10337615 j 
gij 123114 | 
gij 15299258 | 
gij 90615 | 



NOV5 

gi 1 15294659 | 
gij 10337615 j 
gij 123114 | 
gij 15299258 | 
gij 90615 | 




20 



30 



I 



gvpgqrsplndfqvlrgteiJqh: 
gvpjgqrsplndfqvlrgtelqh: 
gypgqrselndfqvisrgtelqh: 

GVPGQRSP.LNDFQVIiRaT^TOH: 




50 60 



GQRSPLNDFQggR'GTEI^LIi 



St 




Q ED VAD AE E CAGRCG P 
QEbyMAEEGAGRCGP 
QEDyADAEECAGRC,bP, 
QEDVADAEE'CAGRCGP 



PGPWQEDVADAEECAggRCGP 




90 



100 



110 



120 



I 



I 



I 



lpwtqhsphtrlrrsgrcdlfqkkd^vrtgimnngvqyrp 
lpwtqhsphtrlrrsgrcdleqkrdyvrtcimn^gyg^rg 
lpwtqhsphtrlrrs£rcdl^^ 
lpwtqhspht^r£rr^grgdlf 



LPWTQHSPHTRL^SGRCDLEQgra 
LPWTQHSffHTgLEEsfflciSLE 



130 140 150 160 

.|....|....J....|....|....|....| 



tmattvgglpcqawshkfpndhkytptlrngleenf.crnp 
tmattvgglpcqawishkfp^ 
tmattvgglecqawsh^ 
tmattvggep^gqawshkfp 

TMAT T VG G L^C Q AW S HK F P OTH^Yi JrT £ RNb LE EN F C RNP 

ti^^tSgglpcqaws^ 



170 



180 



190 



200 




CNGEEY 
CNGEEY 
CNGEEY 
CNGEEY 
CNGEEY 

cngeIy 



210 



220 



230 



240 
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GAVDRTESGRECQRTOLQHPHQHPFEPGKFLDQGLDDNYC 

GAVDRTESGREGQR^ 

GAVpRTESGRECQRTO 

GAvb^TESGRECQI^ 

gavdrtesgrecqrto 
gi^Btesgrecqrwdlqhph^ 



NOV5 

g± | 15294659 
gi | 10337615 
gi j 123114 | 
gi 1 15299258 
gi 90615) 



280 



NOV5 

gi | 15294659 
gi | 10337615 
gi j 123114 | 
gi j 15299258 
gi j 90615 | 



NOV5 

gi | 15294659 | 
gi j 10337615 | 
gi | 123114 | 
gi j 15299258 | 
gi j 90615 | 




NOV5 

gi | 15294659 j 
gi j 10337615 | 
gi j 123114 | 
gi j 15299258 | 
gi I 90615 | 



NOV5 

gi | 15294659 | 
gi j 10337615 j 
gi j 123114 | 
gi | 15299258 | 
gi 906151 




350 



PDGgEAPi 
PD&SEAPi 
PDGSEAP1 
PDGSEAlPl 
PD^SEAIJl 
PDGSE^Pi 



390 



SSSTAARS 




RGTVSKTRKGVQC 

M r ^ v W& ■»■.*. cr -ft* 
RGXySKTRKGVQC 

RGTVSKTRKGVQC 

RGTVSKTRKGVQG 

RG^SKTRKGVQ'C 



NOV5 

gi | 15294659! 
gi j 10337615 | 
gi j 123114 | 
gi j 15299258 | 
gi j 90615 | 



NOV5 

gi | 15294659 | 
gi | 10337615 | 
gi | 123114 | 
gi j 15299258 | 
gi j 90615 | 



410 420 430 

....|....|....|....|....| 
SAGPLRRRTSRSSRLPPNRMHNWRRTSAGTQ: 





470 



480 



DDQPPSI 
DDQFPSI 
DDQPPSI 



'AALMTSRHQS - - 



DDQPPSI 




490 



500 510 520 

,.|....|....|....|....| 
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NOV5 

gi | 15294659! 
gi | 10337615 | 
gi | 123114 | 
gi | 15299258 | 
gi j 90615 | 



gwigwisgvpscawISairathSgqsIcgig 

(RVDRLDQ 

Jrvdrldq 

[RVDRLDQ 
GWIGWISWPSCAW 

rvdIs 



j^KLRyVGGHPGNSPWTySLRNRQGQHFCGG 
^KLRWGGH5GNSPWTVSLRNRQGQH?CGd 



^gKLRWG GHPGNS P,WTVS LRNR QGQHECGjS 
ggggg^p H^^St^ OGOHECGG 
JKLRWGGHPGNSPWTVSLRNRQGQHFCGG 



530 



540 



N0V5 

gi | 15294659 
gi j 10337615 
gi | 123114 | 
gi j 15299258 
gi j 90615 | 



NOV5 

gi | 15294659 
gi j 10337615 
gi | 123114 | 
gi | 15299258 
gi | 90615 | 



550 
I 



560 



gPLTGYEVWIiGTLFQNPQHGE 

S LVKEQW I LT ARQC F S S CHMp LTgVe WLGTLFQNP QHGE 
SLVKEQWI ; LT^QCF£SC^ 
SLWEQWILTARQCT 



570 580 590 600 
| | | | | | , ... | .... | 




[.GGgSGSgLY; 
r 0#SGSQLV: 
gG^SGSQLV: 
'CGPSGSQLV: 
|CGRSGS.QIiy: 




r ALIC3 

•al'i'ci 

'AL'IGI 
'ALIO] 
P ALIG1 



NOV5 

gi | 15294659 
gi | 10337615 
gi 1 123114 | 
gi 1 15299258 
gi j 90615 | 



NOV5 

gi | 15294659 j 
gi j 10337615 | 
gi | 123114 | 
gi | 15299258 | 
gi | 90615 | 



NOV5 

gi | 15294659 
gi j 10337615 
gi j 123114 | 
gi j 15299258 
gi j 90615 | 



610 620 630 640 
I .... I .... I . — I — .1 I .... I 



PPEWYVVPPGTKCEI;AGWGETKGTGNDTVLNVAgLNVIS 
PPEWYVVPPGTK.CEIAGWGETKG 



ppewywppgtkceiagwgetkgtgndtyt 
ppewywppgtkc^ 

PPE 

PPEfflYWPPGTKCEIAGWGEg 



I 



650 . 660 670 680 

| | | | | | | | 



qecnikhrgHJHHHBB^D^^H2 gdyggp ^ a ? ft 

QECNIKH&Gp^ 
QECNlkHRG5^ESE§^ 

QECNrKHRGW^ESEfgeTi^GLWPVjSACEGDYGGPEACFT 



ct&glS 



690 700 710 720 

|....|....|....|....|....|....|....| 



HNCWVLEG III PNRVCARSgWPAVFTRV SyFVpWIHKVMR 
HNCWVLE G 1 II PNRVCAR'S RWP AVFTRVSV F VDV7I HKVMR 
HNCWVLEG I fclPNRycAR^ 

hncwlegiiipnrvcarsrwpavftrvswtowYhkwr 



N0V5 

gi | 15294659 
gi | 10337615 
gi | 123114 | 
gi j 15299258 
gi | 90615 | 



(SEQ ID NO: 16) 

(SEQ ID NO: 51) 

(SEQ ID NO: 52) 

(SEQ ID NO: 53) 

(SEQ ID NO: 54) 

(SEQ ID NO: 55) 
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At pages 70, please replace Table 5E with the following: 



Table 5E. Domain Analysis of NOV5 

gnl | rf am | pfam00051 , kringle, Kringle domain. Kringle domains have been 
found in plasminogen, hepatocyte growth factors, prothrombin, and 
apolipoprotein A. Structure is disulf ide-rich, nearly all-beta. (SEQ 
ID NO:85) 

CD-Length = 79 residues, 100.0% aligned 
Score = 117 bits (292), Expect = 3e-27 



Query : 191 CWOJGEEYRGAVDRTESGRECQRWDLQHPHQHPF-EPGKFLDQGLDDNYCRNPDGSERP 24 9 

I III III MM Mill I I l+| | ++ + || +IIIIIIM III 
Sbjct: ' 1 CYHGNGENYRGTASTTESGAPCQRWDSQTPHRHSKYTPERYPAKGLGENYCRNPDGDERP 60 

Query: 250 WCYTTDPQIEREFCDLPRC 268 (of SEQ ID NO: 16) 

IMMII++ l + IMM 
Sbjct: 61 WCYTTDPRVRWEYCDIPRC 79 (SEQ ID NO: 85) 



At pages 71, please replace Table 5F, with the following: 



Table 5F. Domain Analysis of NO V5 

gnl | Pfam|pfam000 5 1, kringle, Kringle domain. Kringle domains have been 
found in plasminogen, hepatocyte growth factors, prothrombin, and 
apolipoprotein A. Structure is disulf ide-rich, nearly all-beta. (SEQ 
ID NO: 85) 

CD-Length = 79 residues, 100.0% aligned 
Score = 112 bits (279), Expect = 9e-26 



Query : 283 CFRGKGEGYRGTANTTTAGVPCQRWDAQI PHQHRF - TPEKYACKDLRENFCRNPDGSEAP 341 

1+ I II Illll + ll +1 IIIIIM ll + l I I I - 1 I I ll + lllill | | 
Sb j c t : 1 CYHGNGENYRGTASTTESGAPCQRWDSQTPHRHSKYTPERYPAKGLGENYCRNPDGDERP 6 0 

Query: 342 WCFTLRPGMRAAFCYQ I RRC 361 (of SEQ ID NO: 16) 

IN I +1 +1 I II 
Sbjct: 61 WCYTTDPRVRWEYC-DIPRC 79 (SEQ ID NO: 85) 



At pages 71, please replace Table 5G with the following: 
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Table 5G. Domain Analysis of NOV5 

gnl | PfQm|pfQHlQ005 1 , kringle, Kringle domain. Kringle domains have been 
found in plasminogen, hepatocyte growth factors, prothrombin, and 
apolipoprotein A. Structure is disulf ide-rich, nearly all -beta. (SEQ 
ID N0:85) 

CD-Length = 79 residues, 100.0% aligned 

Score = 104 bits (259), Expect = 2e-23 



Query: 


110 


CIMNNGVGYRGTMATTVGGLPCQAWSHKFPNDH- KYTPT- - LRNGLEENFCRNPDGDPGG 

1 II MM +11 1 III 1 - 1 - 1 1 1 M M 1 l+l 1 1 1 1 M 

CYHGNGENYRGTASTTESGAPCQRWDSQTPHRHSKYTPERYPAKGLGENYCRNPDGDE-R 


166 


Sbjct: 


1 


59 


Query: 


167 


PWCYTTDPAVRFQSCGIKSC 186 (of SEQ ID NO: 16) 
II III III II- 1 1 1 

PWCYTTDPRVRWEYCDIPRC 79 (SEQ ID NO: 79) 




Sbjct: 


60 





At pages 71-72, please replace Table 5H with the following: 



Table 5H. Domain Analysis of NOV5 

gnl | Smart | omart00130, KR, Kringle domain; Named after a Danish pastry. 
Found in several serine proteases and in ROR-like receptors. Can occur 
in up to 38 copies (in apolipoprotein (a) ) . Plasminogen- like kringles 
possess affinity for free lysine and lysine- containing peptides. 
(SEQ ID NO: 86) 

CD-Length = 83 residues, 97.6% aligned 
Score = 111 bits (278), Expect = le-25 



Que ry : 191 CVWCNGEEYRGAVDRTESGRECQRWDLQHPHQHPFEPGKFLDQGLDDNYCRNPDG- SERP 249 

I III Ml I + M+ Mill I II I I I +1 + I 1 + IMMIII II I 

Sbjct : 3 CYAGNGESYRGTASTTKSGKPCQRWDSQTPHLHRFTPERFPELGLEHNYCRNPDGDSEGP 62 

Query: 250 WCYTTDPQIEREFCDLPRCGS 270 (of SEQ ID NO: 16) 

IMIIII + l + M + l + l I 
Sbjct: 63 WCYTTDPNVRWEYCDIPQCES 83 (SEQ ID NO: ) 



At pages 72, please replace Table 51 with the following: 
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Table 5L Domain Analysis of NOV5 

gnl | Smart | omar 1 00130, KR, Kringle domain; Named after a Danish pastry. 
Found in several serine proteases and in ROR-like receptors. Can occur 
in up to 38 copies (in apolipoprotein (a) ) . Plasminogen- like kringles 
possess affinity for free lysine and lysine- containing peptides. 
(SEQ ID NO: 86) 

CD-Length = 83 residues, 97.6% aligned 
Score = 106 bits (265) , Expect - 4e-24 



Query: 108 RTCIMNNGVGYRGTMATTVGGLPCQAWSHKFPNDHICYTPTLRN- - GLEENFCRNPDGDPG 165 

II II I I I I +1 I I I I I I + 1+ I++II III MINIM 

Sbjct : 1 RDCYAGNGESYRGTASTTKSGKPCQRWDSQTPHLHRFTPERFPELGLEHNYCRNPDGDSE 60 

Query: 166 GPWCYTTD PAVRFQS CG I KS C 186 (of SEQ ID NO: 16) 

I II III II Ml" I I I 
Sbjct: 61 GPWCYTTD PNVRWEYCDIPQC 81 (SEQ ID NO: 86) 



At pages 72, please replace Table 5 Jwith the following: 



Table 5 J. Domain Analysis of NOV5 

gnl | Smart | omart00130, KR, Kringle domain; Named after a Danish pastry. 
Found in several serine proteases and in ROR-like receptors. Can occur 
in up to 38 copies (in apolipoprotein (a) ) . Plasminogen-like kringles 
possess affinity for free lysine and lysine- containing peptides . 
(SEQ ID NO: 86) 

CD-Length = 83 residues, 97.6% aligned 
Score = 104 bits (260) , Expect = le-23 



Que ry : 283 CFRGKGEG YRGTANTTTAGVPCQRWDAQ I PHQHRFTPE KYACKDLRENFCRNPDG - SEAP 341 

1+ I II IMII + II +1 llllll + l II IIIIM++ I l + llllll II I 
Sbjct : 3 CYAGNGESYRGTASTTKSGKPCQRWDSQTPHLHRFTPERFPELGLEHNYCRNPDGDSEGP 62 

Query: 342 WCFTLRPGMRAAFCYQ I RRCTD 363 (of SEQ ID NO: 16) 

IM I +1 +1 I +1 
Sbjct: 63 WCYTTDPNVRWEYCD-IPQCES 83 (SEQ ID NO: 86) 



At pages 72-73, please replace Table 5K with the following: 
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Table 5K. Domain Analysis of NOV5 

gnl | Smart | omart00020 , Tryp_SPc, Trypsin- like serine protease; Many of 
these are synthesised as inactive precursor zymogens that are cleaved 
during limited proteolysis to generate their active forms. A few, 
however, are active as single chain molecules, and others are inactive 
due to substitutions of the catalytic triad residues. (SEQ ID NO: 87) 
CD-Length = 230 residues, 79.1% aligned 
Score = 110 bits (274), Expect = 3e-25 



Query: 


504 


Sbjct : 


49 


Query: 


558 


Sbjct: 


106 


Query: 


614 


Sbjct: 


166 


Query: 


654 


Sbjct: 


225 



PLTGYEVWLGTLFQNPQHGEPSLQRVPVAKMVCGPSGSQ LVLLKLERSVTLNQR 557 

111+ || | + | ++ |+ + + I I I | ||| + 

APSSIRVRLGSHDLSSGEET- - -QTVKVSKVIVHPNYNPSTYDNDIALLKLSEPVTLSDT 105 

VAL I CLPPEWYWPPGTKCE I AGWGETKGTG - - NDTVLNVALLNV I SNQE CN I KHRGR - - 613 

I I I I I I II II I "III I + I +"111 +1 

VRPICLPSSGYNVPAGTTCTVSGWGRTSESSGSLPDTLQEVNVPIVSNATCRRAYSGGPA 165 

GDYGGPLACFTHNCWVLEGII IPNRV-CARSCWPAVFTRVS 653 

II I I I I I III 11+ III I l + llll 



VFVDWI 659 (of SEQ ID NO: 16) 
++III 

SYLDWI 230 (SEQ ID NO: 87) 



At pages 73, please replace 5L with the following: 



Table 5L. Domain Analysis of NOV5 

gnl | Pf am | pfam000 8 9, trypsin, Trypsin. Proteins recognized include all 
proteins in families SI, S2A, S2B, S2C, and S5 in the classification 
of peptidases. Also included are proteins that are clearly members, 
but that lack peptidase activity, such as haptoglobin and protein Z 
(PRTZ*) . (SEQ ID NO: 88) 
CD-Length = 217 residues, 77.9% aligned 

Score =92.0 bits (227), Expect = 9e-20 



Query: 


508 


YEVWLGTLFQNPQHGE PS LQRVP VAKMV CGPSGSQLVLLKLERSVTLNQRVALICL 


563 






III 1 1 + 1+ 1 I++ 1 + + 1 1 1 1+ III 1 III 




Sbjct: 


49 


VRWLGE - - HNLGTTEGTEQKFDVKKI I VHPNYNPDTND I ALLKLKS PVTLGDTVRP I CL 


106 


Query: 


564 


PPEWYWPPGTKCEIAGWGETKGTGNDTVLNVALLNVISNQECNIKHRG 


612 






1 +1 II 1 ++III II 1 1 ++ ++I + 1 +1 




Sbjct: 


107 


PSASSDLPVGTTCSVSGWGRTKNLGTSDTLQEVWPIVSRETCRSAYGGTVTDTMICAGA 


166 


Query: 


613 


RGDYGGPLACFTHNCWVLEGI 1 1 PNRVCARSCWPAVFTRVS VFVDWI 659 








+11 MM 1 1 11+ II +1 l+llll ++III 




Sbjct: 


167 


LGGKDACQGDSGGPLVCSDG ELVG I VS WG YGCAVGNYPGVYTRVSRYLDW I 217 





Query: (of SEQ ID NO: 16) 
Sbjct: (SEQ ID NO: 88) 
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At pages 73, please replace Table 5M with the following: 



Table 5M. Domain Analysis of NOV5 

gnl | Smart | omart00473 , PAN_AP, divergent subfamily of APPLE domains; 

Apple- like domains present in Plasminogen, C. elegans hypothetical 

ORFs and the extracellular portion of plant receptor- like protein 

kinases. Predicted to possess protein- and/or carbohydrate -binding 

functions. (SEQ ID NO: 89) 

CD-Length = 79 residues, 94.9% aligned 

Score = 52.0 bits (123), Expect = le-07 



Query: 25 DFQVLRGTELQHLLHAWPGPWQEDVADAEECAGRC - GPLMDCRAFHYNVS SHGCQLLPW 

I I l + l I II II I I -I ll + l II -Ml 

Sbjct : 5 CFVRLPNTKL PDFSPIVISVASLEECAQKCLNSNCSCRSFTYNNDTKGCLLWSE 

Query: 84 TQHSPHTRLRRSGRCDLFQKK 104 (of SEQ ID NO: 16) 

+1 II I ++I 

Sbjct: 59 SSLGDARQLLPSGGVDYYEKI 79 (SEQ ID NO:89) 



83 



58 



At pages 74, please replace Table 5N with the following: 



Table 5N. Domain Analysis of NOV5 

gnl [ rfam | pfam00024, PAN, PAN domain. The PAN domain contains a 
conserved core of three disulphide bridges . In some members of the 
family there is an additional fourth disulphide bridge the links the N 
and C termini of the domain. The domain is found in diverse proteins, 
in some they mediate protein-protein interactions, in others they 
mediate protein- carbohydrate interactions. (SEQ ID NO: 159) 
CD-Length = 78 residues, 76.9% aligned 
Score =50.1 bits (118), Expect = 4e-07 



Que ry : 45 PWQEDVADAEECAGRCGPLMD - CRAFHYNVS SHGCQLLPWTQHS PHTRLRRSGRCDLFQK 103 



Sbjct: 17 



+ 1 Mill I l + l I I I II + I I I + I ++I 

ISVVNVPSLEECAALCLEEPRVCRSFTYNNKSKQCLLKSESSGSLPRLKRPSQKVDYYEK 



Query: (of SEQ ID NO: 16] 
Sbjct: (SEQ ID NO: 159) 



At page 78 please replace Table 6C with the following: 
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Table 6C. BLAST results for NOV6 


Gene Index/ 
Identifier 


Protein/ Organism 


Length 
(aa) 


Identity 
(%) 


Positives 
(%) 


Expect 


qill36514C8|rGf |xr 
016351. 1| XP 016351 


similar to 
GASTRIN/CHOLECYST 
OKININ TYPE B 
RECEPTOR (CCK-B 
RECEPTOR) (CCK- 
BR) (H. sapiens) 
[Homo sapiens] 


135 


122/135 
(90%) 


126/135 
(92%) 


le-58 


qi | 4557581 |rof|NP 0 
01435. l| NP 001435 


fatty acid 
binding protein 5 
(psoriasis- 
associated) ; E- 
FABP [Homo 
sapiens] 


135 


124/135 
(91%) 


126/135 
(92%) 


le-58 


qi|l3G51882|rcf | XP 

011655.51 

XP 011655 


fatty acid 
binding protein 5 
(psoriasis- 
associated) [Homo 
sapiens] 


135 


119/135 
(88%) 


124/135 
(91%) 


6e-57 


qi | 13651563 |rcf |XP 
015760. l| 
XP 015760 


similar to 
GASTRIN/CHOLECYST 
OKININ TYPE B 
RECEPTOR (CCK-B 
RECEPTOR) (CCK- 
BR) (H. sapiens) 
[Homo sapiens] 


135 


118/135 
(87%) 


125/135 
(92%) 


5e-56 


qi|664807llop]P5505 
2 | FADE DOVIN P55052 


FATTY ACID- 
BINDING PROTEIN, 
EPIDERMAL (E- 
FABP) 


135 


117/135 
(86%) 


124/135 
(91%) 


le-55 



At page 79 please replace Table 6D with the following: 



Table 6D Information for the ClustalW proteins 

1) NOV6 (SEQ ID NO: 18) 

2) qi|l36514G 8l rcf | XP 016353 ^-34 gi 1 13651468 | XP_016351 similar to 

GASTRIN/ CHOLECYSTOKININ TYPE B RECEPTOR (CCK-B RECEPTOR) (CCK-BR) (H. sapiens) [Homo 
sapiens] (SEQ ID NO: 56) 

3) gi 1 45575 8 1 Ircf | NP 00143 5 . -34 gil455758l| NP_001435 fatty acid binding protein 5 
(psoriasis-associated); E-FABP [Homo sapiens] (SEQ ID NO:57) 

4) gi| 13651 88 2 I rcf | XP 011C 5 5. -54 gi 1 13651882 | XP_011655f atty acid binding protein 5 
(psoriasis-associated) [Homo sapiens] (SEQ ID NO: 58) 

5) gi|l3C515G3 | rcf | XP 015760. -34 gi 1 13651563 | XP 015760 similar to 

GASTRIN/ CHOLECYSTOKININ TYPE B RECEPTOR (CCK-B RECEPTOR) (CCK-BR) (H. sapiens) [Homo 
sapiens] (SEQ ID NO: 59) 

6) gi | 664 8 07l | op|P55052|FABE DOV^N gi | 13651563 | P55052 FATTY ACID-BINDING PROTEIN, 
EPIDERMAL (E-FABP) (SEQ ID NO: 60) 



NOV6 

gi | 13651468 | 
gi j 4557581 | 
gi 1 13651882 | 
gi j 13651563 j 
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PDCIITCDGKNLTIKTESTLKTJq 

pdciKtcdgknltikt^ 

pdcii tcdgknlt; j k j'e stlkttqfs ctlgek^eettmg 
pd c 1 1 tct gknlt i kte s^t^kt^tq f s ctlg^f^ettadp 

PDCIITOD&§NLtJ^ 

PD C 1 1 T^D GKNL§|l KTE ST-LKT^ 



gi|664807l| 



NOV6 

gi | 13651468 | 
gi|455758l| 
gi | 13651882 | 
gi | 13651563 j 
gi|664807l| 



NOV6 

gi | 13651468 | 
gi j 4557581 | 
gi j 13651882 | 
gi j 13651563 j 
gi | 6648071 | 



90 



100 
.1. 



110 



120 
• I 



RKTQTVC§F^GALVQHQETO 




RKTQTVCNBTDG^ 
RKTQTVCNFTDGALVQHQEWDG^ 



NOV6 

gi | 13651469 | 
gi j 4557581 | 
gi | 13651882 | 
gi j 13651563 j 
gi j 6648071 | 






130 












[■RIYEKVE 


(SEQ 


ID 


NO: 


18) 


<?i 


rRIYEKVE 


(SEQ 


ID 


NO: 


56) 


a 


CRIYEKVE 


(SEQ 


ID 


NO: 


57) 


j*- 
c? 


rRIYEKyl 


(SEQ 


ID 


NO: 


58) 


hi 


rRIYEKVE 


(SEQ 


ID 


NO: 


59) 




rRIYEKVE 


(SEQ 


ID 


NO: 


60) 



Page 80, please replace Table 6E with the following: 



Table 6E. Domain Analysis of NOV6 

gnl | Pfam | pfam00061, lipocalin, Lipocalin / cytosolic fatty-acid 
binding protein family. Lipocalins are transporters for small 
hydrophobic molecules, such as lipids, steroid hormones, bilins, and 
retinoids. Alignment subsumes both the lipocalin and fatty acid 
binding protein signatures from PROSITE. This is supported on 
structural and functional grounds. Structure is an eight -stranded beta 
barrel. (SEQ ID NO: 90) 

CD-Length = 145 residues, 76.6% aligned 
Score =53.1 bits (126), Expect = le-08 



9 GRWRLVDSKRFDEYMK- EGGVGTALRKMDAMAK- PDCI ITCDGKNLTIKTESTLKTQFSC 6 6 

M II I II +1 I II I II I + I M I 1+ I + + 

4 GKWYLVASANFDPELKEELGVLEATRKEITPLKEGNLEIVFDGDKNGICEETFGKLEKTK 63 

6 7 TLGEKFEETTADGRKTQTVCSFADGALVQHQEWDGKENTITRKLKDGKLW 117 

I I +1+ III + + II 1+ I I I + I +1 

64 KLGVEFDYYTGDNRFWLDTDYDNYLLVCVQKGDGNETSRTAELYGRTPEI* 114 

(of SEQ ID NO: 18) 



(SEQ ID NO: 90) 
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At page 84 please replace Table 7C with the following: 



Table 7C. BLAST results for NOV7 


Gene Index/ Identifier 


Protein/ Organism 


Length 
(aa) 


Identity 
(%) 


Positives 
(%) 


Expect 


qi | 12220761 | op | Q9NTQ 
DlCXBl HUMAN Q9NTQ9 


GAP JUNCTION 
BETA- 4 PROTEIN 
(CONNEXIN 30.3) 


266 


266/266 
(100%) 


266/266 
(100%) 


e-155 


qi|544118|op|P36380| 
CXB5 RAT P36380 


GAP JUNCTION 
BETA- 5 PROTEIN 
(CONNEXIN 30 3) 
(CX30.3) 


265 


230/266 
(86%) 


245/266 
(91%) 


e-132 


qi 1 CG8QQ15 rcf |NP 03 
2153. l| NP 032153 


gap junction 
membrane channel 
protein beta 4; 
connexin 30.3 
[Mus musculus] 


266 


230/266 
(86%) 


244/266 
(91%) 


e-131 


qi|l0835079|rcf |NP 0 
05259. 1| NP 05259 


gap junction 
protein, beta 5 
(connexin 31.1) 
[Homo sapiens] 


273 


153/226 
(67%) 


177/226 
(77%) 


3e-88 


qi| 4009522 |qb|AAC954 
72 . 1 1 

{AF09973DAAC95472 


connexin 31.1 
[Homo sapiens] 


273 


152/226 
(67%) 


176/226 
(77%) 


le-87 



At page 85 please replace Table 7D with the following: 

Table 7D. Information for the ClustalW proteins 

1) NOV7 (SEQ ID NO: 20) 

2) qi | 12220761 | op | Q9NTQ0 | CXB1 HUMAN Q9NTQ9 G AP JUNCTION BETA- 4 PROTEIN (CONNEXIN 
30.3) (CX30.3) (SEQ ID NO:61) 

3) qi|5 4 411 8| op | P363 8 0 | CXB5 RAT Q9NTQ9 GAP JUNCTION BETA- 5 PROTEIN (CONNEXIN 30.3) 
(CX30.3) (SEQ ID NO:62) 

4) gi | GG 8 0015|rcf | NP 032153. ll NP 032153 gap junction membrane channel protein beta 4; 
connexin 30.3 [Mus musculus] (SEQ ID NO: 63) 

5) gi | 10 8 35070 | rof | NP 005259 -^4 NP 05259 g ap junction protein, beta 5 (connexin 31.1) 
[Homo sapiens] (SEQ ID NO: 64) 

6) gi | 4000522 | gb | AAC0 54 72 . 1 | AAC95472 (AF099731) connexin 31.1 [Homo sapiens] (SEQ ID 
NO:65) 



NOV7 

gi | 12229761 | 
gi | 544118 | 
gi j 6680015 | 
gi j 10835079 | 
gi |4009522 | 




NOV7 

gi | 12229761] 



50 



60 



70 



80 



gEVTOD^QKbFSCNTKQ'PGCPOTCYDEFFPVSHVRLWALQ 
:iEVWDD§QKDF|^CNTKQPGCPNVCYDEFFPVSHVRLWALd 



38 



Applicants: Guo 
U.S.S.N.: 09/981,151 



gi | 544118 | 
gi|6680015| 
gi j 10835079 ! 
gi j 4009522 | 



NOV7 

gi | 12229761 | 
gi j 544118 | 
gi|6680015| 
gi 1 10835079 | 
gij 4009522 | 



N0V7 

gi | 12229761 | 
gij 544118 | 
gij 6680015 | 
gij 10835079 | 
gi|4009522| 



N0V7 

gi | 12229761 | 
gij 544118 | 
gij 6680015 | 
gij 10835079 | 
gij 4009522 | 



N0V7 

gi | 12229761 | 
gij 544118 | 
gij 6680015 | 
gij 10835079 | 
gij 4009522 | 



N0V7 

gi|l222976l| 
gij 544118 | 
gij 6680015 | 
gij 10835079 | 
gij 4009522 | 



HEVWDDgQKDFgCOTKQ 

^KDfScNTOQP G gHnVG^iDEF FP VS kvRtWALQ 



120 




210 



220 



230 



240 




250 



260 



270 




(SEQ 


ID 


NO: 


20) 


(SEQ 


ID 


NO: 


61) 


(SEQ 


ID 


NO: 


62) 


(SEQ 


ID 


NO: 


63) 


(SEQ 


ID 


NO: 


64) 


(SEQ 


ID 


NO: 


65) 



At page 86 please replace Table 7E with the following: 
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Applicants: Guo 
U.S.S.N.: 09/981,151 



Table 7E. Domain Analysis of NOV7 

gnl | rf am | pf am0002D, connexin, Connexin. (SEQ ID NO: 91) 
CD-Length = 218 residues, 100.0% aligned 
Score = 318 bits (814), Expect = 3e-88 



Query: 


1 


MNWAFLQGLLSGVNKYSTVTjSRIWLSVVFIF#VLV 


60 






l+l+ll II MINI + +IIIII + IIM + M MM II III IIMII + MM 




Sbjct: 


1 


MDWS FLGRLLEGVNKHSTAIGKI WLS VLF I FR I LVLGVAAES VWGDEQSDFVCNTQQPGC 


60 


Query: 


61 


PNVCYDEFFPVSHVRLWALQLILVTCPSLLWMHVAYREERERKHHLKHGPNAPSLYDNL 


120 






1 1 II 1 - 1 II - 1 1 1 i 1 1 MM |+ Mil + Mill III 1 - II 




Sbjct: 


61 


ENVCYDQFFPISHVRLWVLQLIFVSTPSLLYLGHVAYRVRREEKLREKEEEHSKGLYSEE 


120 


Query: 


121 


SKK RGGLWWT YLLSL I FKAAVDAGFL Y I FHRLYKD YDMPRWACS VE PC 


169 






+ 11 1 M 1 1 1 1 1+ l + M 1+ + 1 1 1 1 +11 +1 +1 II II 




Sbjct : 


121 


AKKRCGSEDGKVR I RGGLWWT YVFS 1 1 FKS I FEVGFLYGQYLLY- GFTMS PLWCSRAPC 


179 


Query: 


170 


PHTVDCYISRPTEKKVFTYFMVTTAAICILLNLSEVFYL 208 (of SEQ ID NO:20) 






IIIIII++IIIIII +1 11+ +IM + IIM + I + III 




Sbjct : 


180 


PHTVDCFVSRPTEKT I FI VFMLWSAI CLLLNLAELFYL 218 (SEQ ID NO: 91) 





At page 87, please replace Table 7F with the following: 



Table 7F. Domain Analysis of NOV7 

gnl | Smart | omart00037, CNX, Connexin homologues ; Connexin channels 
participate in the regulation of signaling between developing and 
differentiated cell types. (SEQ ID NO:160) 
CD- Length = 34 residues, 100.0% aligned 
Score = 79.0 bits (193), Expect = 3e-16 



Query: 42 EVWDDEQKDFVCNTKQPGCPNVCYDEFFPVSHVR 75 (of SEQ ID NO: 20) 

II III II lll + IMI MIM + IM + MM 
Sbjct: 1 SVWGDEQSDFTCNTQQPGCENVCYDQFFPISHVR 34 (SEQ ID NO: 160) 



At page 100, please replace Table 9C with the following: 



Table 9C. BLAST results for NOV9 


Gene Index/ 
Identifier 


Protein/ Organism 


Length 
(aa) 


Identity 
(%) 


Positives 

(%) 


Expect 


qi| 13591536 IcmblCAC 
36351. 1| 

CAC3635KAL109613) 


dJ1033H22.1 
(KIAA0554 protein) 
[Homo sapiens] 


434 


373/430 
(86%) 


375/430 
(86%) 


0.0 
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Applicants: Guo 
U.S.S.N.: 09/981,151 



qi|QD23240|rcf |NP 0 
G0207.ll NP 060207 


hypothetical 
protein FLJ20275 
fHomo aaniensl 


330 


328/330 
(99%) 


329/330 
(99%) 


e-175 


qi |10435680 | db j [ BAB 
14638. 1| 

BAB14638 (AK023681) 


unnamed protein 
product [Homo 
sapiens] 


592 


319/595 
(53%) 


432/595 
(71%) 


e-160 


qi|l3936547|gblAAK4 
0824 . 1 | AF2G5550 1 
AAK49824 (AF265550) 


f ormin- binding 
protein 17 [Homo 
sapiens] 


679 


307/624 
(49%) 


422/624 
(67%) 


e-148 


qi|3043632|dbj | BAA2 
5480.ll 

BAA25480(AB011126) 


KIAA0554 protein 
[Homo sapiens] 


674 


307/624 
(49%) 


422/624 
(67%) 


e-148 



At page 100 please replace Table 9D with the following: 



Table 9D. ClustalW Analysis of NOV9 

1) Novel NOV9 (SEQ ID NO: 24) 

3) qi 1 13591 5 36 | cmb | CAC363 5 1 . 1 + CAC36351 qi | 13591536 | (AL109613) dJ1033H22.1 
(KIAA0554 protein) [Homo sapiens] (SEQ ID NO: 66) 

4) qi |8 923240 | rcf | NP 060207.1 4 NP 060207 gi | 8923249 | hypothetical protein FLJ20275 
[Homo sapiens] (SEQ ID NO:67) 

5) gi | 104356 8 0 | dbj | BAB1 4 G3 8 .l 4 BAB14638 gi 1 10435680 | (AK023681) unnamed protein 
product [Homo sapiens] (SEQ ID NO: 68) 

6) gi | 139365 4 7 1 gb] AAK4Q 8 24 . 1 | AF265550 1 AAK49824 gi 1 13936547 | (AF265550) formin- 
binding protein 17 [Homo sapiens] (SEQ ID NO: 69) 

7) , qi | 30 4 3632ldbi | B7yV2 5 a 8 0.l| BAA25480 gi|3043632| (AB011126) KIAA0 5 54 protein 
[Homo sapiens] (SEQ ID NO: 70) 



10 20 30 40 

....|....|....|....|....|....|....|....| 

NOV9 - - 

gi | 13591536 | 

gi | 8923249 | -- 

gi 1 10435680 | - 

gi j 13936547 j LWNGGEEEPPRRPRARSCEPEEAARTPGFPPSRGSRGAKG 
gi I 3043632 | EEEPPRRPRARSCEPEEAARTPGFPPSRGSRGAKG 



50 60 70 80 

.... | .... | .... | .... | . | .... | .... 1 ■ ... | 

NOV9 -- - [2 

gi 1 13591536 | - 

gij 8923249| 

gi 1 10435680 | jjj 

gi j 13 936547 j SPGRGTREPRPPRGAPLRVPCtH 
gi j 3043632 | SPGRGTREPRPPRGAPLRVPCT^ 



swgtelwdqfdSlSkht 



swgtelwdqfd&l&kht 



SWGTELWDQFDgfeKHT 
SWGTELWDQFD§L^KHT 



NOV9 

gi | 13591536! 
gij 8923249 | 
gij 10435680 | 
gij 13936547 | 
gij 3043632 | 



90 



100 



110 

.1. 



120 
• I 



^YAKQLRNLBKKYgPKfM 



QWGID 
QWGID 
QWGID 




KFVKERRE IE^YAKQLRNL 
KFVKERyEIEgiYAKQLRNL 
KFVKERQEIE^YAKQLRNL 
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Applicants: Guo 
U.S.S.N.: 09/981,151 



130 



140 



N0V9 

gi | 13591536 | 
gi | 8923249 | 
gi j 10435680 | 
gi | 13936547 j 
gi I 3043632 | 



NOV9 

gi | 13591536 | 
gi I 8923249 | 
gi | 10435680 | 
gi j 13936547 j 
gi j 3043632 | 



NOV9 

gi | 13591536 | 
gi j 8923249 | 
gi j 10435680 | 
gi j 13936547 | 
gi j 3043632 | 



SKjgEE 




150 
.1. 



160 



LNEgNDYAGQgEVggEj 





170 



180 



190 



^fer^c^ea^aqqR^e^dSd 



200 





240 




280 



N0V9 

gi | 13591536 | 
gi j 8923249 | 
gi|l043568C| 
gi | 13936547 | 
gi|3043632| 





290 



300 



310 



320 



N0V9 t 

gi | 13591536 | 
gi | 8923249 | 
gi | 10435680 | 
gi j 13936547 | 
gi|3043632| 



N0V9 

gi|l3591536| 
gi j 8923249 | 
gi | 10435680 | 
gi | 13936547 j 
gi|3043632| 



N0V9 

gi | 13591536 | 
gi j 8923249 | 
gi | 10435680 | 
gi j 13936547 | 
gi|3043632| 




330 



340 



350 




370 



kssfeppgd 
k|gfeppgp 
k^gfe^pgid 
ksg|eppgd 
ksgfeppgd 
ksgeeppgd 



380 



390 




GK&jKGK 
GKgKGK 
GKgKGK; 

gkSkgk: 

GK§KGK: 

gkIkgk: 



360 




400 




LLTS 
SLLTS 



410 



420 



430 



440 



42 



Applicants: Guo 
U.S.S.N.: 09/981,151 



NOV9 

gi | 13591536 | 
gl | 8923249 | 
gi j 10435680 | 
gi | 13936547 j 
gi | 3043632 | 



NOV9 

gi | 13591536 | 
gi | 8923249 | 
gi 1 10435680 | 
gi | 13936547 | 
gi j 3043632 | 



NOV9 

gi | 13591536 | 
gi | 8923249 | 
gi | 10435680 | 
gi | 13936547 j 
gi j 3043632 | 



NOV9 

gi | 13591536 | 
gi j 8923249 | 
gi|l04356S0| 
gi | 13936547 j 
gij 3043632 | 



N0V9 

gi | 13591536 | 
gij 8923249 | 
gij 10435680 
gij 13936547 | 
gij 3043632 | 



N0V9 

gi | 13591536 | 
gij 8923249 | 
gij 10435680 | 
gi j 13936547 j 
gij 3043632 | 



....|....|....|....|....|....| 

- -qsppltptslftsstpngs|fltfsi[^ 



spkqq: 

phqppppppasaspsavpngpIspkqq: 
phqppppppasaspsavpngpIspkqq: 




450 



FRSLKRG 



KP|I 


HC 


FRS 




KPSI 


HC 


FRS 

* ■ < 


Lk 

Vr' 




HC 


FRS 


LK 




470 



480 



I 



|EDFS|LPPEQRRKKLQQ 
lEDFSgLPPE^QRRKKLQQ 

edfsSeppeqrrkkl-q^ 

EDFSwLP^EQRRKKLQQ 
EDFSgjliPPEQRRKRL'QQ 



490 



500 



510 



520 




560 




580 



590 



600 



QgRESP 
QKRESP 
QgRESP 
QgRESp 

qSresp 




610 
.1. 



640 



HGHHN 
HGHHN 
HGHHN 
KVLAT 
KVLAT 
KVLAT 



gFDDEFgD 
IpDDEFgp 
^FDDEFgD 

IfddefSp 

jpDDEFgD 
jyFDDEFgD 




680 



N0V9 

gi | 13591536 | 
gij 8923249) 
gij 10435680| 
gi j 13936547 j 
gi|3043632| 
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Applicants: Guo 
U.S.S.N.: 09/981,151 



NOV9 

gi | 13591536 
gi | 8923249 | 
gi | 10435680 
gi | 13936547 
gi | 3043632 | 




- (SEQ ID NO: 24) 
I (SEQ ID NO: 66) 

- (SEQ ID NO: 67) 
SKTYI (SEQ ID NO: 68) 

(SEQ ID NO: 69) 

(SEQ ID NO: 70) 



At page 103, please replace Table 9E with the following: 



Table 9E. Domain Analysis of NOV9 

gnl | Smart | omart 00326, SH3 , Src homology 3 domains; Src homology 3 
(SH3) domains bind to target proteins through sequences containing 
proline and hydrophobic amino acids. Pro-containing polypeptides may 
bind to SH3 domains in 2 different binding orientations. (SEQ ID 
NO: 92) 

CD- Length = 59 residues, 88.1% aligned 
Score =64.7 bits (156), Expect = le-11 



Query : 484 HCKAI YPFDGHNEGTLAMKEGEVLYI IEEDKGDGWTRARRQNGEEGYVPTS YI 536 

+ | + | + + | + ! + | +++ ++ k III + I Ml I++I + 

Sbjct: 4 QVRALYDYTAQDPDELSFKKGDI ITVLEKS -DDGWWKGRLGTGKEGLFPSNYV 55 
Query: (of SEQ ID NO: 24) 
Sbjct: (SEQ ID NO: 92) 



At page 104, please replace Table 9F with the following: 



Table 9F. Domain Analysis of NOV9 

gnl | Pfam | pfam0001 8 , SH3, SH3 domain. SH3 (Src homology 3) domains are 
often indicative of a protein involved in signal transduction related 
to cytoskeletal organization. First described in the Src cytoplasmic 
tyrosine kinase. The structure is a partly opened beta barrel. (SEQ 
ID NO:93) 

CD- Length = 57 residues, 91.2% aligned 
Score = 63.5 bits (153), Expect = 3e-ll 



Query : 486 KAI YP FDGHNEGTLAMKEGE VLY I IEEDKGDGWTRARRQNGEEGYVPTSYID 537 

A+Y + L+ K+G+++ ++E+ GW + R + +EG +P++Y++ 

Sbjct : 4 VALYDYQARESDELSFKKGDI I IVLEKSDDGGWWKGRLKGTKEGLIPSNYVE 55 



Query: of SEQ ID NO: 24) 
Sbjct: (SEQ ID NO: 93) 
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Applicants: Guo 
U.S.S.N.: 09/981,151 



At page 104, please replace Table 9 with the following: 



Table 9G. Domain Analysis of NOV9 

gnl | Smart | omart000 55 , FCH, Fes/CIP4 homology domain; Alignment 
extended from original report. Highly alpha-helical. Also known as the 
RAEYL motif or the S. pombe CdclB N-terminal domain. (SEQ ID NO: 94) 
CD-Length = 91 residues, 97.8% aligned 
Score = 58.2 bits (139), Expect = le-09 



Query: 
Sbjct: 
Query: 
Sbjct: 



1 
1 

61 
59 



MSWGTELWDQFDSLDKHTQWGIDFLERYAKFVKERIEIEQNYAKQLRNLVKKYCPKRSSK 60 

I + +11 I I++I + 1+ II II++II +11+ III+I+ I II + 
MGFWSELDDGFEALLSRLKNGLRLLEDLKKFMRERAKIEEEYAKKLQKLSKK- -LRAVRD 58 



DEEPRFTSCVAFFNILNELNDYAGQREWAE 

I + 1+ +1+1 +11 ++I 
TESELGSLRKAWEVLLSETDALAKQHLQLSE 



91 (of SEQ ID NO: 24) 
89 (SEQ ID NO: 94) 



At page 104, please replace Table 9H with the following: 



Table 9H. Domain Analysis of NOV9 

gnl 1 Pf am|pfam00 6 11, FCH, Fes/CIP4 homology domain. Alignment extended 
from. Highly alpha-helical. (SEQ ID NO: 95) 
CD-Length = 94 residues, 97.9% aligned 
Score =40.0 bits (92), Expect = 3e-04 



Query: 


1 


MSWGTELWDQ-FDSLDKHTQWGIDFLERYAKFVKERIEIEQNYAKQLRNLVKKYCPKRSS 


59 






1 +1+11 + +1 +11 11+ II +11+ II +I++I + 




Sbjct : 


1 


MGFGSELCPEGHKALLSRQDNELRLLEEMKKFMAERAKIEKEYAGKLQHLSAQVGKGPAT 


60 


Query: 


60 


KDEEPRFTSCVAFFNILNELNDYAGQREWAE 91 (of SEQ ID NO: 24) 








+ 1 +1 IN + ++I 




Sbjct: 


61 


AEGEDELSSLKSWAVILSETEQQSKIHLQISE 92 (SEQ ID NO: 95) 





At page 113 please replace Table 10F with the following: 
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Applicants: Guo 
U.S.S.N.: 09/981,151 



Table 10F. BLAST results for NOVlOa 


Gene Index/ 
Identifier 


Protein/ Organism 


Length 
<aa) 


Identity 
(%) 


Positives 

(%) 


Expect 


qi | 13510535 | rof | ND 
110307 i| 

NP 110397 


t ransmembrane 
protease, serine 
5; spinesin [Homo 
sapiens] 


457 


452/463 
(97%) 


453/463 
(97%) 


0.0 


cri j 13878822 1 op OOEft 
04|TMC5 MOUSE 
Q9ER04 


TRANSMEMBRANE 
PROTEASE, SERINE 5 
(SPINESIN) 


455 


360/461 
(78%) 


394/461 
(85%) 


0 . 0 


qi| 13507652 |rcf|NP 
10D634.ll NP 109634 


t ransmembrane 
protease, serine 5 
(spinesin) [Mus 
musculus] 


445 


354/451 
(78%) 


388/451 
(85%), 


0.0 


qi| 14770563 |rcf|XP 
041127. l| XP 041427 


transmembrane 
protease, serine 5 
[Homo sapiens] 


398 


354/362 
(97%) 


355/362 
(97%) 


0.0 


qi|l2248777|dbi |DAB 
2027G.ll BAB20276 
(AB016229) 


type 2 spinesin 
[Mus musculus] 


311 


260/317 
(82%) 


281/317 
(88%) 


e-146 



At page 1 14 please replace Table 10G with the following: 

Table 10G. ClustalW Analysis of NOV10 

1) Novel NOVlOa (SEQ ID NO: 27) 

2) Novel NOVlOb (SEQ ID NO: 29) 

4) qi | 13540535 [rcf l NP 110397. l| NP 110397 gi [135405351 transmembrane protease, 
serine 5; spinesin [Homo sapiens] (SEQ ID NO: 71) 

5) gi 1 1387 88 22 | Op | Q9ER01 [ TMS5 MOUSE Q9ER04 gi [ 13878822 | TRANSMEMBRANE PROTEASE , 
SERINE 5 (SPINESIN) (SEQ ID NO: 72) 

6) gill3 5 07G52 | rcf | NP 10963 4^-M- NP 109634 gi|l3507652| transmembrane protease, 
serine 5 (spinesin) [Mus musculus] (SEQ ID NO: 73) 

7) gi | 1 4 770563 | rcf|XP 041427. -34 XP 041427 gi 1 14770563 I transmembrane protease, 
serine 5 [Homo sapiens] (SEQ ID NO: 74) 

8) gi | 1224 8 777 | dbj | BAB2027G.l 4 BAB20276 gi | 12248777 | (AB016229) type 2 spinesin [Mus 
musculus] (SEQ ID NO: 75) 



NOVlOa 

NOVlOb 

gi | 13540535 | 

gi j 13878822 | 

gi j 13507652 | 

gi j 14770563 | 

gi j 12248777 | 



10 
I- 



STOLDDQgPME 

s^lddqqpme 
sJJlddqHpme 
sBRlddoBpme 




NOVlOa 
NOVlOb 
gi | 13540535 
gi j 13878822 
gi j 13507652 
gi j 14770563 
gi j 12248777 
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Applicants: Guo 
U.S.S.N.: 09/981,151 



NOVlOa 

NOVlOb 

gi | 13540535 | 

gi j 13878822 j 

gi j 13507652 j 

gi j 14770563 j 

gi | 12248777 j 



I 



sgtiIqSee ixii ic 



90 

[■■• •I 
S 

s 
s 



100 



110 



120 



SGTLQgEE^TLiScij 

sgtlq^eeStmcu 



SGTLQgEEQTLgC 




3 SEA I 



PKTysEim 

RKTVSFRI* 
PKTVSFRJfl 

- - i*K.> -^v' t-ft*» 

PKWSFRI* 
PKTVSFRI> 

H" -.i V^S 

PKTlVS-ERI-K 




160 



NOVlOa 

NOVlOb 

gi | 13540535 | 

gi |13878822 j 

gi j 13507652 j 

gi j 14770563 j 

gi j 12248777 j 




170 



180 



190 



200 



NOVlOa 

NOVlOb 

gi | 13540535 | 

gi j 13878822 j 

gi j 13507652 j 

gi j 14770563 | 

gi j 12248777 | 




EEAVECP 

eeawSp 

EEAWKP 
EEAWgP 
EEAWgP 

eeawBp 

EEAWBP 



SRTTEAVR 

R 

R 

S 

S 

R 

S 



210 



220 



230 



240 



NOVlOa 

NOVlOb 

gi| 13540535 | 

gi | 13878822 | 

gi j 13507652 j 

gi| 14770563 | 

gi j 12248777 | 



NOVlOa 

NOVlOb 

gi | 13540535 | 

gi 1 13878822 I 

gi j 13507652 j 

gi | 14770563 j 

gi j 12248777 j 



NOVlOa 

NOVlOb 

gi | 13540535 | 

gi | 13878822 j 

gi | 13507652 | 

gi | 14770563 j 

gi | 12248777 j 



NOVlOa 




HAGLVS 



290 300 310 320 

I - - - - I I I I 



VRBHQGggVEgi I PHP Ly S AQNHD YDJ/ALLg 

S AQNHD YD VAL L§ 



HAGLVS 
HAGLVS 
HAGLVS 
HAGLVS 
HAGLVS 



vRgHQGgSvEgi i phplysaq^ydvallI 



ffsS 



^VRHHQQ^VEjSjl IPHPLYSAQNHDYDVALLg 



330 340 350 360 

|....|....|....|....|....| 



^NFSDTVGAVCLPAKEQgFPSGSSCWVSGWGHT^PS 



V ^S^^S?^B^? ^ AQNHDTO VAlj Iij? 
VRfflHQG^WEgiiPHPLYSAQ^ 
VRgHQGRlVEgl I PHPLYS AQNHDYDVALlI 
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Applicants: 
U.S.S.N.: 



Guo 

09/981,151 



NOVlOb 



gi 
g± 
gi 
gi 
gi 



13540535 
13878822 
13507652 
14770563 
12248777 



NOVlOa 
NOVlOb 
gi | 13540535 
gi | 13878822 
gi j 13507652 
gi j 14770563 
gi | 12248777 



NOVlOa 

NOVlOb 

gi | 13540535 

gi j 13878822 

gi j 13507652 

gi j 14770563 

gi j 12248777! 



NOVlOa 

NOVlOb 

gi | 13540535 

gi | 13878822 

gi | 13507652 

gi | 14770563 

gi | 12248777! 




^NFSDTVGAVCLPAKEQj|te 

3?NF SDTVG AVC LP AKE<2jg5! PgG SSCWVSGWGHjP^P r 'iS 
|NFSDTVi&VCLP^ 

J|nfsdxvgavglpakeqSfpKgsmcwvsgwght3p,s 

J%FS9TyGAyClte^ 

§NF SDT Vj^VC LP^EQ^F^pSg SgCWVSiSWGHTS ^ S 



400 




410 



420 



430 



440 




450 



460 



470 



PGVYAKVAEF: 
PGVYAKVAEF 
PGVYAKVAEF 
PGVYAKVAEF 
PGVYAKVAEF 

PGVYAKVAEF 




VSVGAGVGQGDF 

DSLL- 

DSLL 

VR 

VR 



(SEQ ID NO: 27) 



(SEQ 


ID 


NO: 


29) 


(SEQ 


ID 


NO: 


71) 


(SEQ 


ID 


NO: 


72) 


(SEQ 


ID 


NO: 


73) 


(SEQ 


ID 


NO: 


74) 


(SEQ 


ID 


NO: 


75) 



At page 116, please replace Table 10H with the following: 



Table 10H Domain Analysis of NOV 10 

gnl | Smart | omart00020, Tryp_SPc, Trypsin- like serine protease; Many of 
these are synthesised as inactive precursor zymogens that are cleaved 
during limited proteolysis to generate their active forms. A few, 
however, are active as single chain molecules, and others are inactive 
due to substitutions of the catalytic triad residues. (SEQ ID NO: 96) 
CD- Length = 230 residues, 100.0% aligned 
Score = 266 bits (681), Expect « 2e-72 



Query: 


224 


R I VGGQS VAPGRWPWQAS VAL - GFRHTCGGS VLAPRWVVTAAHCMHS FRLARLS S WRVHA 


282 






lllli 1 +111 1+ 1 II IIII+++IIII+IIIII++ 1 1 II 




Sbjct: 


1 


RI VGGSEANIGS FPWQVSLQYRGGRHFCGGSL I SPRWVLTAAHCVYGSAP - - -SSIRVRL 


57 


Query: 


283 


GLVSHSAVRPHQGALVERI I PHPLYSAQNHDYDVALLRLQTALNFSDTVGAVCLPAKEQH 


342 






11+11 ++I II 1+ +1 l+lll+l + Mil +111+ + 




Sbjct: 


58 


GSHDLSSGEETQTVKVSKVIVHPNYNPSTYDNDIALLKLSEPVTLSDTVRPICLPSSGYN 


117 


Query: 


343 


FPKGSRCWSGWGHTHPSHTYSSDMLQDTVVPLLSTQLCNSSCVYSGALTPRMLCAGYLD 


402 
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Applicants: Guo 
U.S.S.N.: 09/981,151 



I 1+ I Mill II 111+ M++I I + l + l Mill 1 + 

Sbjct : 118 VPAGTTCTVSGWGRTSESSGSLPDTLQEVNVP I VSNATCRRAYSGGPAI TDNMLCAGGLE 177 
Query : 403 GRADACQGDSGGPLVCPDGDTWRLVGVVS WGR - GCAE PNHPGVYAKVAE FLDW I 455 

I MIMMMMII + I I M + ll 1 1 Ml MUM +1+ +1111 

Sbjct : 178 GGKDACQGDSGGPLVC-NDPRWVLVGIVSWGSYGCARPNKPGVYTRVSSYLDWI 230 
Query: (of SEQ ID NO: 27) 



Sbjct: (SEQ ID NO: 96) 



At page 116, please replace Table 101 with the following: 



Table 101. Domain Analysis of NOV10 

gnl | Pfam|pfam00089 , trypsin, Trypsin. Proteins recognized include all 
proteins in families SI, S2A, S2B', S2C, and S5 in the classification 
of peptidases. Also included are proteins that are clearly members, 
but that lack peptidase activity, such as haptoglobin and protein Z 
(PRTZ*) . (SEQ ID NO: 97) 
CD-Length = 217 residues, 100.0% aligned 
core = 211 bits (538) , Expect = 6e-56 



Query: 
Sbjct: 
Query: 
Sb j ct : 
Query: 
Sb j ct : 
Query: 
Sb j ct : 
Query: 



225 I VGGQS VAPGRWP WQAS VALGFRHTCGGS VLAPRWVVTAAHCMHS FRLARLS S WRVHAGL 284 

IIM + I' +111 1+ + I IIM+++ II + IUII+ II II I 

1 I VGGREAQAGS FPWQVSLQVS SGHFCGGS LIS ENWVLTAAHCV SG ASSVRWLGE 55 

285 VSHS AVRPH - QGAL VER I IPHPLYSAQNHDYDVALLRLQTALNFSDTVGAVCLPAKEQHF 343 

I I++II II 1+ I+III+I++ + III +111+ 

56 HNLGTTEGTEQKFDVKKI IVHPNYNPDT- - ND I ALLKLKS PVTLGDTVRP I CLP S AS SDL 113 

344 PKGSRCWSGWGHTHPSHTYSSDMLQDTVVPLLSTQLCNSSCVYSGALTPRMLCAGYLDG 403 

I 1+ I Mill I + +11 11+ III++I + 11+ I I +1 l + MI I I 
114 P VGTTCS VSGWGRTK - - NLGTSDTLQEVWP I VSRETCRSA- - YGGTVTDTMI CAGALGG 169 

4 04 RADACQGDSGGPLVC PDGDTWRLVGWSWGRGCAE PNHPGVYAKVAE FLDW I 455 

+ MIMMMMII II I M + ll M Ml Mill +1+ + 1111 

170 K- DACQGDSGGPLVCSDG - - -ELVGIVSWGYGCAVGNYPGVYTRVSRYLDWI 217 
(of SEQ ID NO: 27) 



Sbjct: (SEQ ID NO: 97) 
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